NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308162 

uC-zmflmol7075b01b2 

BLASTX 

g4210948 

304 

6.0e-28 

82 

73 

(AF085275) DnaJ protein [Hevea brasiliensis] 
308163 

uC-zmflmol7075d03b2 

BLASTX 

g4204303 

219 

1.0e-17 

45 

87 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

308164 

uC-zmflmol7075el0b2 

BLASTX 

g82696 

347 

6.0e-33 

78 

85 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

308165 

uC- zmf lmo 1 7 0 7 5 f 0 9b2 

BLASTX 

gl35449 

420 

2.0e-41 

128 
63 

TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta-1 

chain - maize >gi__295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 

308166 

uC-zmflmol7075gllal 

BLASTN 

g3132824 

48 

6.0e-18 

118 

86 

Zea mays putative cytosine-5 DNA methyltransf erase (ZMET1) 
gene, complete cds 



43792 



I) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308167 

uC- zmf lmo 1 7 0 7 5h0 3b2 

BLASTX 

g3080427 

514 

2.0e-52 

133 

74 

(AL022604) putative protein [Arabidopsis thaliana] 



308168 

uC- zmf lmo 1 7 0 7 6c0 6b 1 

BLASTX 

gl313909 

258 

3.0e-22 

90 

61 

(D84508) CDPK-related protein kinase 



[Zea mays] 



308169 

uC-zmflmol7076c09bl 

BLASTX 

g4038592 

200 

4.0e-21 

86 

64 

(Y10403) RNA-directed RNA polymerase [Lycopersicon 
esculentum] 

308170 

uC-zmflmol7076e04bl 

BLASTX 

gll2994 

415 A - : - . 

8.0e-41 - ' ~ 

■ 85 
96 

GLYCINE-RICH RNA- BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

308171 

uC-zmflmol7076f08bl 

BLASTX 

g4204289 

167 

2.0e-ll 

116 
41 

(AC003027) lcl_prt_seq No 
[Arabidopsis thaliana] 



definition line found 



43793 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308172 

uC-zmflmol7076g02bl 

BLASTX 

g2244899 

265 

1.0e-23 

135 

50 

(Z97338) similar to 
308173 

uC-zmflmol7076h04bl 

BLASTN 

g22332 

124 

3.0e-63 

303 

86 



UFD1 protein. [Arabidopsis thaliana] 



NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308174 

uC-zmflmol7077e02bl 

BLASTX 

g3212849 

314 

7.0e-29 

92 

63 

(AC004005) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



308175 

uC-zmflmol7077e05bl 

BLASTX 

gll67955 

148 

2.0e-09 

41 

66 

(U43497) putative 32.7 kDa jasmonate-induced protein 
[Hordeum vulgare] >gi_24 65428 (AF021257) 32 kDa protein 
[Hordeum vulgare] 

308176 

uC-zmflmol7077f07bl 

BLASTX 

gll69382 

268 

3.0e-28 

113 

61 

DNAJ PROTEIN HOMOLOG 2 >gi_542196_pir S42031 LDJ2 protein 

- leek >gi_454303_emb_CAA54720_ (X77632) LDJ2 [Allium 
porrum] 

308177 

uC-zmflmol7077h04bl 
BLASTN 



43794 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g257040 
181 

3.0e-97 

311 

93 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
308178 

uC - zmf lmo 17078c09bl 

BLASTX 

gl905934 

314 

1.0e-38 

112 

82 

(U32110) MADS box protein [Sorghum bicolor] 
308179 

uC-zmflmol7078cllbl 

BLASTX 

gl326382 

158 

1.0e-10 

54 
48 

(U58751) coded for by C. elegans cDNA yk21dll.3; coded for 
by C. elegans cDNA yk3h4.3; coded for by C. elegans cDNA 
ykl2d7.3; coded for by C. elegans cDNA yk21dll.5; coded for 
by C. elegans cDNA cm2f6; coded for by C. elegans cDNA 
yk46el2.5; 

308180 

uC-zmflmo!7078e07bl 

BLASTX 

g2696804 

616 

3.0e-64 

122 
96 

(AB009665) water channel protein [Oryza sativa] 
308181 

uC-zmflmol7078f02bl 

BLASTX 

g4406764 

148 

1.0e-09 

90 
34 

(AC006836) putative uridyl yl transferase [Arabidopsis 
thaliana] 

308182 

uC- zmf lmo 1 7 0 7 8 f 0 5b 1 

BLASTX 

g4200165 

234 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-19 

62 

74 

(Y16262) 



neutral invert ase [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308183 

uC-zmflmol7078h03al 
BLASTN ' 

g22312 " * ' 
53 

2.0e-21 

97 

89 

Maize ABA-inducible gene for glycine-rich protein 
abscisic acid) 



ABA 



308184 

uC-zmflmol7078h03bl 

BLASTX 

gll2994 

422 

1.0e-41 

85 

96 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

308185 

uC-zmflmol7078h07bl 

BLASTX 

g2984709 

381 

9.0e-37 

133 

59 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
308186 

uC-zmflmol7078hl0bl 

BLASTX 

g4572679 

305 

7.0e-28 

108 

59 

(AC006954) RSZp22 splicing factor; contains RNA recognition 
motif [Arabidopsis thaliana] 

308187 

uC- zmf lmo 17079a01bl 

BLASTX 

g2369714 

312 
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E value 
Match length- 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq\ fto. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

6.0e-29 

89 

72 

(Z97178) 



elongation factor 2 [Beta vulgaris] 



308188 

uC-zmflmol7079a05bl 

BLASTX 

g2244780 

17 4 

1.0e-12 

86 

47 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



308189 

uC- zmf Imo 1 7 0 7 9a 1 Ob 1 

BLASTX 

g2984709 

198 

1.0e-25 

98 
72 

(AF053468) DnaJ-related protein ZMDJ1 



[Zea mays] 



308190 „ 

uC-zmflmol7079b02bl 

BLASTX 

g2961285 

157 

1.0e-10 

52 

54 

(Y16848) cinnamyl alcohol dehydrogenase-like protein, 
subunit b [Arabidopsis thaliana] 

308191 

uC-zmflmol7079c09bl 

BLASTN 

g575730 

88 

4.0e-42 

188 

88 

Z.mays mRNA for transmembrane protein 
308192 

uC-zmflmol7079d04bl 

BLASTX 

g3212848 

174 

4.0e-13 

67 
57 

(AC004005) putative inositol polyphosphate-5-phosphatase 
[Arabidopsis thaliana] 



43797 



I) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308193 

uC-zmflmol7079g06al 

BLASTN 

g416146 

228 

1.0e-125 

275 
96 

Zea mays beta- 6 tubulin 



(tub6) gene and mRNA, complete cds 



308194 

uC-zmflmol7083b01al 

BLASTN 

g758354 

94 

1.0e-45 . 

153 
91 

Z.mays mRNA for plasma membrane H+ ATPase 



308195 

uC- zmf lmol 7 0 8 3dl 0 a 1 

BLASTN 

g!060934 

50 

2.0e-19 

123 
86 

Maize mRNA for mLIPIS 



(DNA-binding factor) , complete cds 



308196 

uC-zmflmol7083ellal 

BLASTN 

gl244659 

72 

2.0e-32 
93 

Zea mays copia-type retroelement PREM-2, partial sequence 
308197 

uC-zmflmol7084b02al 

BLASTX 

g4583431 

236 

2.0e-20 

54 

83 

(AF126489) rough sheath2 protein [Zea mays] 
308198 

uC-zmflmol7084fllal 

BLASTX 

g3779218 

219 

6.0e-18 
67 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(AF030879) protein kinase CPK1 [Solanum tuberosum] 



308199 

uC-zmflmol7084gl0al 

BLASTN 

g2832242 

65 

4.0e-28 

109 

90 

Zea mays 22-kDa alpha zein gene cluster, 



complete sequence 



308200 

uC-zmflmol7085a02al 

BLASTX 

g2129587 

321 

1.0e-29 

125 

45 

gamma-glutamyltransf erase (EC 2.3.2.2) - Arabidopsis 
thaliana >gi_928934_emb_CAA89206_ (Z49240) gamma -glutamyl 
transpeptidase [Arabidopsis thaliana] 

>gi_1585436_prf 2124427C gamma-Glu transpeptidase 

[Arabidopsis thaliana] 



Seq. No. 


308201 


Seq. ID 


uC-zmflmol7085d06al 


Method 


BLASTN 


NCBI GI 


g575425 


BLAST score 


58 


E value 


6.0e-24 


Match length 


96 


% identity 


100 


NCBI Description 


Z.mays mRNA for sugar-starvation induced 


Seq. No. 


308202 


Seq. ID 


uC-zmflmol7085hl2al 


Method 


BLASTN 


NCBI GI 


g22091 


BLAST score 


268 


E value 


1.0e-149 


Match length 


325 


% identity 


96 


NCBI Description 


Z.diploperennis gene for hydroxyproline-: 


Seq. No. 


308203 


Seq. ID 


uC-zmflmol7086b09al 


Method 


BLASTX 


NCBI GI 


g4468813 


BLAST score 


143 


E value 


2.0e-09 


Match length 


52 


% identity 


50 


NCBI Description 


(AL035601) putative protein [Arabidopsis 



43799 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308204 

uC-zmflmol7086f07al 

BLASTN 

g!743387 

40 

3.0e-13 

99 

88 

S.bicolor mRNA for pSbaNSS protein 
308205 

uC-zmflmol7086gl0al 

BLASTN 

gll43704 

119 

1.0e-60 

159 

94 

Z.mays mRNA for homeobox 2a protein 
308206 

uC-zmflmol7087g08al 

BLASTN 

g2921303 

176 

2.0e-94 

228 

94 

Zea mays 
complete 



herbicide safener binding protein (SBP1) mRNA, 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value^ 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308207 

uC-zmflmol7090a05al 

BLASTX 

g4454482 

159 

1.0e-15 

72 
49 

(AC006234) hypothetical protein [Arabidopsis thaliana] 



308208 

uC-zmflmol7090e02al 

BLASTN 

g3452302 

108 

8.0e-54 

288 

89 

Zea mays retrotransposon Milt 3 1 



LTR, partial sequence 



308209 

uC-zmflmol7092f04al 

BLASTX 

g3645898 

284 

1.0e-25 



43800 
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(U68408) in~ frame stop codon; possibly a post—' 
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NCBI GI 
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BLAST score 
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E value 
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E value 


1.0e-69 


Match length 


142 


•6 xaenrxty 




NCBI De s cr ipt ion 


ubiquitin precursor - rice (fragment) 




>gx Zloloy gjdj BAAU2241 (D12//6) poly-ubxquxt: 




satxva] 


beq. wo . 




beq. XU 


uu~zmxxmox /uyocizoz 


rut; U114JU. 


RT AQTV 




g^oxxyo 


BLAST score 


172 


E value 


2.0e-12 


Match length 


bo 


-5 lQenuimy 


0 / 


jnl-di uescrxpTixon 


(LzoUUo) walx / LTrxtxcum aestxvum] 




-^gx xuyuo^to prr zuiy^oDo waxi/ gene [irxtxcum 


beq. No. 


onooi 0 
OU8213 


beq. XJJ 


ul~zhiiiiuoi /uyoau4Do 






NCBI GI- 


g22332 


BLAST score 


149 


E value 


0 . ue*~ / 0 


ixiciL.cn lenytn 


Zoo 


% identity 


Q Q 
OO 


iNoisx uescripLion 


. mays nKbir gene 


Seq. No. 


308214 


beq. lu 


uc-zmrimol /uyoalzDJ 


1X1 12 CXIOQ 


RT ZICPY 


NCBI GI 


g3256066 


BLAST score 


229 


E value 


4.0e-19 


Match length 


106 


% identity 


47 



NCBI Description (Y13987) chloroplast NAD-MDH [Arabidopsis thaliana] 



43801 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score ! \ 
E value 
Match length 
% identity 
*NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308215 

uC-zmflmol7095f08b3 

BLASTX 

g82496 

227 

4.0e-19 

73 

66*" 

phenylalanine ammonia-lyase (EC 4< 



308216 

uC-zmflmol7095fllb3 

BLASTX 

g3821254 

232 

2.0e-19 

85 
58 

(AJ007789) geranylgeranyl 



3.1.5) - rice 



reductase [Nicotiana tabacum] 



308217 

uC-zmflmol7095g08b3 

BLASTX 

g!352268 

141 

3.0e-09 

58 

53 

DEOXYH YPUS INE SYNTHASE >gi_1019423 
synthase [Neurospora crassa] 



( U22 4 0 0 ) deoxyhypusine 



Seq. No. 
Seq. ID 
Method 



308218 

uC-zmflmol7097c06bl 

BLASTX 

g2827536 

189 

2.0e-14 

73 

47 

(AL021633) hypothetical protein [Arabidopsis thaliana] 
308219 

uC-zmflmol7097d02bl 

BLASTX , 

g464980 

142 

1.0e-08 

43 

79 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 

308220 

uC-zmflmol7097e03bl 
BLASTX 



43802 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4375829 
307 

4.0e-28 

118 

51 

(AJ011977) 
thaliana] 



RNA-directed RNA polymerase [Arabidopsis 



308221 

uC- zmf lmo 1 7 0 9 9d0 3bl 

BLASTN 

g257040 

287 

1.0e-160 

525 
30 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 



308222 

uC-zmflmol7099d04bl 

BLASTN 

g3057121 

34 

2.0e-09 

54 

91 

Zea mays starch synthase DULL1 



(dulll) gene, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



308223 

uC-zmflmol7099e03bl 

BLASTX 

g4539330 

463 

3.0e-46 

135 

64 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

308224 

uC-zmflmol7099g01bl 

BLASTX 

g729762 

171 

4.0e-16 

104 

52 

17.0 KD CLASS II HEAT SHOCK PROTEIN (HSP 18) 

>gi_477225_pir A48425 heat shock protein HSP18 - maize 

>gi_300079_bbs_130952 (S59777) HSP18=18 kda heat shock 
protein [Zea mays, Oh43, clone CMHSP18-1, Peptide, 154 aa] 
[Zea mays] 

308225 

uC-zmflmol7099g07bl 

BLASTX 

gl915974 



43803 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194 

1.0e-14 

169 
32 

(U62329) fructokinase [Lycopersicon esculentum] >gi__2102693 
(U64818) fructokinase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308226 

uC-zmflmol7099gllbl 

BLASTX 

g3881189 

329 

9.0e-31 

91 

65 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL-C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308227 

uC-zmflmo!7099hl0bl 

BLASTX 

g2058273 

474 

2.0e-47 , 

113 

88 

(D83527) YK426 [Oryza sativa] 
308228 

uC-zmflmol7100a09bl 

BLASTX 

g2262105 

470 

4.0e-47 

144 

60 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308229 

uC-zmflmo!7100c07bl 

BLASTX 

g2660688 

222 

5.0e-18 

88 
43 

(U85247) Naglu [Mus musculus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



308230 

uC- zmf lmo 17 1 0 OcO 9b 1 

BLASTX 

g3287695 

265 

1.0e-23 
125 



43804 




% identity 51 

NCBI Description (AC003979) Similar to hypothetical protein C34B7.2 

gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308231 

uC-zmflmol7100cl0bl 

BLASTX 

g3287695 

203 

4.0e-16 

97 

45 

(AC003979) 
gb_1729503 
thaliana] 



Similar to hypothetical protein C34B7.2 
from C.. elegans cosmid gb_Z83220. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308232 

uC-zmflmol7100cl2bl 

BLASTN 

g22332 

258 

1.0e-143 

373 

92 

Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308233 

uC-zmflmol7100g03bl 

BLASTX 

g2160185 

284 

2.0e-25 

102 

58 

(AC000132) Similar to S. 
[Arabidopsis thaliana] 



pombe ISP4 (gbJD83992) 



308234 

uC-zmflmol7100g08bl 

BLASTX 

gl35417 

316 

3.0e-29 

60 

95 

TUBULIN ALPHA- 3 CHAIN >gi_10094 6_pir JN0105 tubulin 

alpha-3 chain - maize >gi_22150_emb_CAA44861_ (X63176) 
Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 
tubulin [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308235 

uC-zmflmo!7101b05bl 

BLASTN 

g507844 

35 

5.0e-10 



43805 



Match length 
% identity ,3. 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



D 

259 
79 

Zea mays A188 retrotransposon gag gene, complete cds 
308236 

uC-zmflmol7101b08bl 

BLASTX 

g3355533 

189 

4.0e-14 

130 
31 

(AL021331) dJ366N23.1 (putative C. elegans UNC-93 (protein 
1, C46F11.1) LIKE protein) [Homo sapiens] 

308237 

uC-zmflmo!7101e07bl 

BLASTN 

g22332 

238 

1.0e-131 

317 

94 



NCBI Description Z.mays HRGP gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



308238 

uC- zmf Imo 1 7 1 0 1 f 1 lbl 

BLASTX 

gl507699 



BLAST score 


151 


E value 


1.0e-09 


Match length 


105 


% identity 


35 


NCBI Description 


(L81119) COL2 [Arabidopsis thaliana] >gi 




COL2 [Arabidopsis thaliana] 


Seq. No. 


308239 


Seq. ID 


uC-zmflmol7102g04al 


Method 


BLASTX 


NCBI GI 


g4454019 


BLAST score 


224 


E value 


2.0e-18 


Match length 


93 


% identity 


47 


NCBI Description 


(AL035396) SRGl-like protein [Arabidopsi 


Seq. No. 


308240 


Seq. ID 


uC-zmflmol7103bl2bl 


Method 


BLASTX 


NCBI GI 


g3551247 


BLAST score 


229 


E value 


5.0e-19 


Match length 


60 


% identity 


73 


NCBI Description 


(AB012703) 181 [Daucus carota] 


Seq. No. 


308241 



1507701 (L81120) 



43806 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



uC- zmf lmo 17103c01bl 
BLASTX . 
g2369714 
235 

1.0e-30 

136 

53 

(Z97178) 



elongation factor 2 [Beta vulgaris] 



308242 

uC-zmflmol7103c02bl 

BLASTX 

g3377797 

322 

1.0e-35 

125 

61 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

308243 

uC-zmflmol7103e02bl 

BLASTX 

g4503527 

160 

9.0e-ll 

113 

40 

UNKNOWN >gi_1778051 (U62583) Prtl homolog [Homo sapiens] 
308244 

uC-zmflmol7103e04bl 

BLASTN 

g3273244 

63 

3.0e-27 

158 

86 

Oryza sativa DNA for NLS receptor, complete cds 
308245 

uC-zmflmol7103el2bl 

BLASTX 

gl703129 

682 

6.0e-72 

128 

99 

ACT IN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 

308246 

uC-zmflmol7103g06bl 



43807 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3142300 

148 

3.0e-09 

75 
49 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


308247 


Seq. ID 


uC-zmflmol7103gl0bl 


Method 


BLASTN 


NCBI GI 


g4007864 


BLAST score 


197 


E value 


1.0e-107 


Match length 


266 


% identity 


86 


NCBI Description 


Zea mays HRGP gene, AC1503 


Seq. No. 


308248 


Seq, ID 


uC-zmflmol7103gllbl 


Method 


BLASTN 


NCBI GI 


gl310676 


BLAST score 


41 


E value 


8.0e-14 


Match length 


85 


% identity 


87 


NCBI Description 


H.vulgare mRNA for serpin 


Seq. No. 


308249 


Seq. ID 


uC- zmf lmol 7 1 0 3hl Obi 


Method 


BLASTX 


NCBI GI 


gl839597 


BLAST score 


303 


E - value 


9.0e-28 


Match length 


78 


% identity 


73 


NCBI Description 


( S 8 2 3 2 4 ) calcium/ calmodul i: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



homolog_CaM kinase homolog_MCKl [Zea mays^maize, cv. Merit, 
root caps, Peptide, 625 aa] [Zea mays] 

308250 

uC- zmf Imo 17104a02bl 

BLASTX 

g3252807 

231 

3.0e-19 

131 
43 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
308251 

uC-zmflmol7104g03bl 

BLASTN 

g2425065 



43808 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

2.0e-31 

104 
91 

Zea mays cysteine proteinase Mir3 (mir3) mRNA, complete cds 
308252 

uC- zmf lmo 17105bllbl 

BLASTX 

g3600033 

320 

3.0e-38 

108 

75 

(AF080119) contains similarity to the N terminal domain of 
the El protein (Pfam: El_N.hmm, score: 12.36) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308253 

uC-zmflmol7105c07bl 

BLASTX 

gll70029 

195 

2.0e-15 

57 
68 

GLUTAMATE-1- SEMI ALDEHYDE 2, 1-AMINOMUTASE PRECURSOR (GSA) 
( GLUTAMATE- 1 - SEMI ALDEHYDE AMINOTRANSFERASE) ( GSA- AT ) 

>gi_100581_pir A35789 glutamate-l-semi aldehyde 

2, 1-aminomutase (EC 5.4.3.8) - barley >gi_506383 (M31545) 
glutamate 1-semialdehyde aminotransferase [Hordeum vulgare] 

308254 

uC-zmflmol7105e01bl 

BLASTX 

g3033399 

312 

1.0e-28 

129 

7 

(AC004238) hypothetical protein [Arabidopsis thaliana] 
308255 

uC-zmflmol7107bllal 

BLASTN 

g22091 

180 

6.0e-97 

227 

96 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
308256 

uC-zmflmol7107h07al 

BLASTN 

g22091 

252 



43809 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
. NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-140 

288 
97 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
308257 

uC-zmflmol7108a03bl 

BLASTX 

g70645 

662 

1.0e-69 

136 

21 

ubiquitin precursor - garden pea >gi_20589_emb_CAA3488 6__ 
(X17020) polyubiquitin (AA 1-381) [Pisum sativum] 
>gi_4115339 (L81142) ubiquitin [Pisum sativum] 
>gi_226707j?rf 1603402A poly-ubiquitin [Eisum sativum] 

308258 

uC-zmflmol7108allal 

BLASTN 

g902583 

106 

8.0e-53 

203 

87 

Zea mays clone MubGl ubiquitin gene, complete cds 
308259 

uC-zmflmo!7108cl0bl 

BLASTX 

g4102839 

258 

1.0e-22 

72 

64 

(AF016713) LeOPTl [Lycopersicon esculentum] 



308260 

uC- zmf lmol 7 1 0 8d0 lb 1 

BLASTX 

g3063456 

153 

7.0e-10 

98 

36 

(AC003981) F22013.18 



[Arabidopsis thaliana] 



308261 

uC - zmf Imo 1 7 1 0 8 dO 4 a 1 

BLASTN 

g22091 

112 

2.0e-56 

221 
89 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 



43810 



Seq. No. 


308262 


Seq. ID 


uC-zmr lmol/108d04bl 


Method 


BLASTN 


NCBI GI 


g257040 


BLAST score 


327 


E value 


0. 0e+00 


Match length 


351 


% identity 


25 


NCBI Description 


hydroxyproline-rich 


Seq. No. 


308263 


Seq. ID 


uC - zmf lmo 1 7 1 0 8 d 0 9b 1 


Method 


BLASTX 


NCBI GI 


g3193292 


BLAST score 


201 


E value 


5.0e-16 


Match length 


77 


% identity 


49 


NCBI Description 


(AF069298) similar i 



1703 nt] 



cellular activites 



to ATPases associated with various 
(Pfam: AAA.hmm, score: 230.91) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



[Arabidopsis thaliana] 



308264 

uC-zmflmol7108f05bl 

BLASTN 

g4007864 

87 

1.0e-41 

131 

92 

Zea mays HRGP gene, 



AC1503 line 



308265 

uC-zmflmol7108fl2bl 

BLASTX 

g!122317 

249 

6.0e-35 

104 

70 

(X94193) heat shock protein 17.9 



[Pennisetum glaucum] 



308266 

uC-zmflmol7108g04bl 

BLASTX 

g2792216 

253 

1.0e-21 

129 

44 

(AF032686) NBS-LRR type resistance protein 
vulgare] 

308267 

uC-zmflmol7108g05al 
BLASTN 



[Hordeum 



43811 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4416300 
41 

9.0e-14 

53 

48 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



308268 

uC-zmflmol7108h08bl 

BLASTX 

g!684855 

379 

1.0e-36 

86 
19 

(U77939) ubiquitin-like protein [Phaseolus vulgaris] 
308269 

uC-zmflmol7109allal 

BLASTX 

g3201617 

179 

3.0e-13 

68 

44 

(AC004669) hypothetical protein [Arabidopsis thaliana] 
308270 

uC-zmflmol7109c04bl 

BLASTX 

g3860277 

224 

2.0e-18 

104 

47 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

308271 

uC- zmf lmo 1 7 1 0 9cl lbl 

BLASTX 

g283045 

216 

1.0e-17 

85 

55 

hydroxyproline-rich glycoprotein - maize 
>gi_22333_emb_CAA44844_ (X63134) hydroxyproline-rich 

glycoprotein [Zea mays] >gi_228936_prf 1814452A Hyp-rich 

glycoprotein^ {Zea mays] 

308272 

uC- zmf lmo 1 7 1 0 9dl lbl 

BLASTX 

g4006898 



43812 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



528 

6,0e-54 

141 

74 

(Z99708) splicing factor-like protein [Arabidopsis 
thaliana] 

308273 

uC-zmflmol7109e06al 

BLASTX 

g3132310 

186 

3.0e-14 

38 
97 

(AB012228) phosphoenolpyruvate carboxylase [Zea mays] 
308274 

uC-zmflmol7109f03bl 
. BLASTX 
*<g3152606 

203 * 

9.0e-16 

53 

53 

(AC004482) 
thaliana] 



putative ring zinc finger protein [Arabidopsis 



308275 

uC-zmflmol7109g05bl 

BLASTX 

g82734 

706 

9.0e-75 

148 

29 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 

308276 

uC- zmf lmo 17109g08bl 

BLASTX 

g2739367 

241 

2.0e-20 

92 

25 

(AC002505) putative phosphatidylinositol-4-phosphate 
5-kinase [Arabidopsis thaliana] 

308277 

uC-zmflmol7109h04bl 

BLASTX 

g320608 

655 

8.0e-69 
139 



43813 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27 

ubiquitin precursor - wild oat >gi_15989_emb_CAA49200_ 
(X69422) tetraubiquitin [Avena fatua] >gi_777758 (L41658) 
polyubiquitin [Saccharum sp.] 

308278 

uC-zmflmol7113al0bl 

BLASTX 

gl709798 

259 

1.0e-22 

85 

67 

26S PROTEASE REGULATORY SUBUNIT 6B HOMOLOG >gi_1155334 
(U43398) POTATP1 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308279 

uC-zmflmol7113b06al 

BLASTX 

g480670 

151 

6.0e-10 

44 

66 

NADPH — ferrihemoprotein reductase 
artichoke ( fragment ) 

308280 

uC-zmflmol7113c04bl 

BLASTX 

gl890575 

292 

2.0e-26 

76 

70 

(X93174) 
vulgar e] 



(EC 1.6.2.4) - Jerusalem 



xyloglucan endotransglycosylase (XET) [Hordeum 



308281 

uC-zmflmol7113d05bl 

BLASTX 

gl082285 

184 

1.0e-13 

98 
44 

protein kinase (EC 2. 
- human 



7.1.37) cdc2-related PITSLRE alpha 2-3 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308282 

uC-zmflmol7113g04bl 

BLASTX 

g3287696 

267 

2.0e-23 

103 

48 



43814 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

308283 

uC-zmflmol7114d05al 

BLASTN 

g3452293 

95 

5.0e-46 

142 

93 

Zea mays retrotransposon Ji-1 5' 



LTR, partial sequence 



308284 

uC-zmflmol7115e07al ' 

BLASTX 

g2286200 

266 

6.0e-25 

84 

75 

(AF010578) polynucleotide phosphorylase [Pisum sativum] 
308285 

uC-zmflmol7115f03al 

BLASTN 

gll85553 

73 

9.0e-33 

144 

44 

Zea mays glyceraldehyde-3-phosphate dehydrogenase (gpc2) 
gene, complete cds 

308286 

uC- zmf lmol 7 1 1 6b0 lbl 

BLASTX 

g3420801 

217 

1.0e-17 

90 
49 

(AF081066) IAA-amino acid hydrolase homolog ILL3 
[Arabidopsis thaliana] 

308287 

uC-zmflmol7116b04bl 

BLASTX 

g4249386 

467 

9.0e-47 

104 

88 

(AC005966) Strong similarity to gb_AF061286 gamma-adaptin 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 



43815 



gene. [Arabidopsis thaliana] 



Seq. No. 


O n Q O Q Q 


Seq. ID 


uC-zmflmol7116b07bl 


Method 


BLASTN 


NCBI GI 


g4007864 


BLAST score 


190 


E value 


1.0e-102 


Match length 


266 


% identity 


93 


NCBI Description 


Zea mays HRGP gene, 


beq. wo. 


J U Q c. 0 J 


Seq. ID 


uC-zmflmol7116c02bl 


Method 


BLASTX 


NCBI GI 


g2130442 


BLAST score 


185 


E value 


1.0e-13 


Match length 


123 


% identity 


32 



NCBI Description 



hypothetical protein SPAC8A4.01c --fission yeast 
(Schizosaccharomyces pombe) (fragment) 
>gi_1052534_emb_CAA91511_ (Z66569) unknown 
[Schizosaccharomyces pombe] 



"Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308290 

uC- zmf lmo 17116c06bl 

BLASTN 

g22461 

105 

4.0e-52 

169 

91 

Maize RAB-17 gene 
308291 

uC- zmf lmol 7 1 1 6e0 7bl 

BLASTX 

g3875385 

223 

6.0e-19 
105 
53 

(Z54284) 
protein; 



similar to phosphatidylinositol biosynthet 
cDNA EST yk34 9e7.5 comes from this gene 



[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308292 

uC-zmflmol7116fllal 

BLASTN 

g342663 

53 

3.0e-21 

53 

100 

Maize mitochondrial 



18S ribosomal RNA gene 



43816 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308293 

uC - zmf lmo 1 7 1 1 7 c 0 lb 1 

BLASTN 

gl420923 

83 

9.0e-39 

103 

95 

Zea mays repressor-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(inl) gene, complete cds 



308294 

uC-zmflmol7117c07bl 

BLASTX 

g!946371 

152 

3.0e-10 

65 
46 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 

308295 

uC-zmflmol7117c09bl 

BLASTX 

gll2994 

421 

2.0e-41 

84 

98 

GLYCINE-RICH RNA- BINDING, ABSCISIC ACID- INDUCIBLE PROTEIN 

>gi 82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

308296 

uC-zmflmol7117d07bl 

BLASTX 

gl703131 

175 

8.0e-13 

43 

79 

ACTIN 12 >gi_2129523_pir S68110 actin 12 - Arabidopsis 

thaliana >gi_1002535 (U27982) actin-12 [Arabidopsis 
thaliana] 

308297 

uC-zmflmol7117e06bl 

BLASTN 

g22435 

61 

1.0e-25 

121 

89 

Z.mays PK1 gene for receptor-like protein kinase 



43817 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308298 

uC-zmflmol7117hl0bl 

BLASTN 

g22332 

286 

1.0e-160 

380 
94 

Z.mays HRGP gene 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308299 

uC-zmflmol7118c03al 

BLASTN 

g22342 

37 

1.0e-ll 

61 

90 

Maize gene for heat shock protein 70- exon 2 and 3 f -OT 
(hsp70; clone pMON 9502) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308300 

uC-zmflmol7118c03bl 

BLASTX 

g3962377 

524 

2.0e-53 

118 

89 

(AJ002551) heat shock protein 70 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308301 

uC- zmf lmo 1 7 1 1 8 dl lb 1 

BLASTN 

g3821780 

36 

8.0e-ll 

50 
66 

Xenopus laevis cDNA clone 27A6-1 
308302 

uC - zmf lmo 1 7 1 1 8 d 1 2b 1 

BLASTX 

g4263722 

442 

7.0e-51 

129 
79 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308303 

uC-zmflmol7118f04bl 

BLASTX 

gl890575 

516 



43818 



E value 
Match length 
% identity 
NCBI Description 



1.0e-52 

119 
76 

(X93174) xyloglucan endotransglycosylase (XET) 
vulgare] 



[Hordeum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308304 

uC-zmflmol7118g01bl 

BLASTX 

g3337367 

333 

4.0e-31 

123 
52 

(AC004481) hypothetical protein [Arabidopsis thaliana] 
308305 

uC-zmflmol7118g02bl 

BLASTN 

g22292 

76 

1.0e-34 

165 

93 

Z.mays mRNA for glycine-rich protein 
308306 

uC-zmflmol7118g04bl 

BLASTX 

g2244787 

383 

5.0e-37 

134 

57 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
308307 

uC-zmflmol7118h03bl 

BLASTX 

g4455327 

156 

2.0e-10 

81 
42 

(AL035525) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308308 

uC-zmflmol7121a03al 

BLASTX 

g2262101 

172 

3.0e-12 

59 

59 

(AC002343) kinesin heavy chain isolog [Arabidopsis 
thaliana] 



43819 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308309 

uC-zmflmol7121c04al 

BLASTN 

g22091 

181 

2.0e-97 

230 
95 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
308310 

uC-zmflmol7122a03al 

BLASTX 

gl805254 

323 

5.0e-30 

72 

81 

(U62622) monogalactosyldiacyl glycerol synthase [Cucumis 
sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308311 

uC-zmflmol7122a07bl 

BLASTX 

gl350548 

226 

2.0e-18 

65 
58 

(L47609) heat shock-like protein [Picea glauca] 
308312 

uC-zmflmol7122allbl 

BLASTN 

g414704 

46 

1.0e-16 

74 

91 

O.sativa mRNA for cytochrome b5 
308313 

uC-zmflmol7122al2bl 

BLASTX 

g2281449 

270 

7.0e-24 

90 

66 

(U90214) leucine zipper transcription factor TGA2 . 1 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308314 

uC-zmflmol7122b03bl 

BLASTX 

gl001607 

185 



43820 



E value 3.0e-14 

Match length 66 

% identity 45 i 

NCBI Description (D64000) hypothetical protein [Synechocystis sp.] 

308315 

uC-zmflmol7122c07bl 
BLASTX 
g2160782 
443 

5.0e-44 
126 
71 

(AF001505) putative ammonium transporter OsAMTlp [Oryza 
sativa] 

Seq. No. 308316 

Seq. ID uC-zmflmol7122c09al 

Method BLASTN 

NCBI GI g!2479 

BLAST score 94 

E value 3.0e-45 

Match length 160 

% identity 96 

NCBI Description Zea mays chloroplast trnC gene, rpoB gene, rpoCl gene, 
rpoC2 gene and rps2 gene for transfer RNA-Cys, RNA 
polymerase subunits beta, beta-1, beta-2 and ribosomal 
protein S2 respectively 

308317 

uC-zmflmol7122c09bl 
BLASTX 
g3063700 
150 

1.0e-09 
73 

41 , 
(AL022537) putative protein [Arabidopsis thaliana] 

308318 

uC-zmflmol7122d04bl 
BLASTX 
gl35411 
684 

3.0e-72 
131 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha 

chain - maize >gi_22148_emb_CAA33733__ (X15704) 
alpha2-tubulin [Zea mays] 

Seq. No. 308319 

Seq. ID uC-zmflmol7122e02bl 

Method BLASTX 

NCBI GI g2827643 

BLAST score 206 

E value 3.0e-16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43821 



Match length 48 
% identity 83 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



(AL021636) predicted protein [Arabidopsis thaliana] 
>gi_3549641_emb_CAA06432_ (AJ005195) receiver-like protein 
4 [Arabidopsis thaliana] 

308320 

uC-zmflmol7122e07bl 

BLASTN 

g3510343 

46 

9.0e-17 

90 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

308321 

uC-zmflmol7122h03bl 

BLASTN 

g22312 

36 

3.0e-ll 

68 

88 

Maize ABA-inducible gene for glycine-rich protein ( ABA - 
abscisic acid) 

308322 

uC-zmflmol7122h07bl 

BLASTN 

g!69843 

42 

1.0e-14 

86 

87 

Saccharum sp. phosphoenolpyruvate carboxylase (SCPEPCD1) 
gene, complete cds 

308323 

uC-zmflmol7123dl2al 

BLASTX 

g548702 

239 

4.0e-20 

80 

DNA-DIRECTED RNA POLYMERASE II 14.5 KD POLYPEPTIDE (RPB9) 

(RPB14.5) >gi_543001_pir S41621 DNA-directed RNA 

polymerase (EC 2.7.7.6) II 14. 5K chain - human 

>gi 397150 emb_CAA80649_ (Z23102) RNA Polymerase II subunit 

14.5 kD [Homo sapiens] >gi_1905901 (AD001527) HUMAN 

DNA-DIRECTED RNA POLYMERASE II 14.5 KD SUBUNIT [Homo 

sapiens] 

308324 

uC-zmflmol7125a03bl 



43822 




Method BLASTX 

NCBI GI g4510345 

BLAST score 155 

E value 2.0e-10 

Match length 8 6 

% identity 40 

NCBI Description (AC006921) unknown protein [Arabidopsis thaliana] 

Seq. No. 308325 

Seq. ID uC-zmflmol7125cllbl 

Method BLASTX 

NCBI GI g854731 

BLAST score 763 

E value 2.0e-81 

Match length 147 

% identity 99 

NCBI Description (U19183) acetyl-coenzyme A carboxylase [Zea mays] 



308326 

uC-zmflmol7125d07bl 
BLASTX 
g3779024 
503 

4.0e-51 

129 
70 

(AC005171) unknown protein [Arabidopsis thaliana] 
308327 

uC-zmflmol7125dl0al 
BLASTX 
g4249391 
154 

7.0e-ll 
75 
51 

(AC005966) Similar to gi_3249076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473. [Arabidopsis 
thaliana] 

308328 

uC-zmflmol7125dllbl 
BLASTX 
g2129656 
175 

7.0e-13 
81 
43 

OBP33pep protein - Arabidopsis thaliana (fragment) 
>gi__1022801 (U37699) OBP33pep [Arabidopsis thaliana] 

Seq. No. 308329 ^ 

Seq. ID uC-zmflmol712*5e09bl 

Method BLASTN 

NCBI GI g22332 

BLAST score 63 

E value 7.0e-27 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43823 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145 
89 

Z.mays HRGP gene 
308330 

uC-zmflmol7125g04bl 

BLASTX 

g3152606 

168 

1.0e-19 

101 

48 

(AC004482) putative ring zinc finger protein [Arabidopsis 
thaliana] 

308331 

uC-zmflmol7126allbl 

BLASTN 

g2832242 

72 

2.0e-32 

219 

84 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
308332 

uC-zmflmo!7126d06bl 

BLASTX 

g4335745 

227 

1.0e-18 

90 

48 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

308333 

uC-zmflmol7126d08bl 

BLASTN 

g4007864 

417 

0.0e+00 

494 

30 

Zea mays HRGP gene, AC1503 line 
308334 

uC-zmflmol7126ellbl 

BLASTX 

g4220524 

208 

2.0e-16 

54 

70 

(AL035356) putative protein [Arabidopsis thaliana] 



43824 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308335 

uC-zmflmol7126f08bl 

BLAST N 

g416146 

216 

1.0e-118 

243 

98 

Zea mays beta- 6 tubulin 



(tub6) gene and mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



308336 

uC-zmflmol7126fl2bl 

BLASTX 

gll72811 

165 

2.0e-ll 

31 

97 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi 1076751 pir S49575 ribosomal protein LlO.e, cytosolic 

- rice- >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 

308337 

uC-zmflmol7127al2bl 

BLASTX 

g537313 

177 

6.0e-13 

54 

65 

(L36159) unknown protein [Medicago sativa] 
308338 

uC-zmflmol7127d05bl 

BLASTX 

g82696 

403 

2.0e-39 

86 

92 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

308339 

uC-zmflmol7127e05bl 

BLASTX 

g2181188 

245 

1.0e-20 

163 

36 

(Y12530) serine /threonine kinase [Brassica oleracea] 
308340 

uC-zmflmol7127g01bl 
BLASTN 



43825 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g257040 
76 

1.0e-34 

96 

96 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
308341 

uC-zmflmol7127g04bl 

BLASTX 

g4521190 

326 

4.0e-30 

157 
45 

(AB013448) 
(AB013449) 



Pib [Oryza sativa] 
Pib [Oryza sativa] 



>gi_4 5211 92_db j _BAA7 62 8 2 . 1_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308342 

uC-zmflmol7127g07bl 

BLASTX 

g4220514 

180 

4.0e-13 

53 

66 

(AL035356) putative protein [Arabidopsis thaliana] 
308343 

uC-zmflmol7128a05bl 

BLASTX 

g3426064 

160 

9.0e-ll 

64 

48 

(AJ007588) monooxygenase [Arabidopsis thaliana] 
>gi_4467141_emb_CAB37510_ (AL035540) monooxygenase 
[Arabidopsis thaliana] 



2 (M02) 



Seq. No. 308344 

Seq. ID uC-zmflmol7128a06bl 

Method BLASTN 

NCBI GI g257040 

BLAST score 335 

E value 0.0e+00 

Match length 355 

% identity 29 

NCBI Description hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 

Seq. No. 308345 

Seq. ID uC-zmflmol7128c08bl 

Method BLASTX 

NCBI GI gl850968 

BLAST score 423 

E value 1.0e-41 

Match length 157 



43826 



% identity 54 

NCBI Description (U79733) Hslpco-l [Beta procumbens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308346 

uC-zmflmol7128e09bl 

BLASTX 

gl731367 

279 ^ 

1.0e-24 

111 

52 

HYPOTHETICAL PROTEIN ZAP3 >gi_887378 (L40403) ORF; putative 
[Homo sapiens] 



308347 

uC- zmflmo 1 7 1 2 8 h 0 2 b 1 

BLASTX 

g82040 

542 

1.0e-55 

120 
26 

ubiquitin precursor - flax (fragment) 
ubiquitin [Linum usitatissimum] 



>gi 168304 (M57895) 



308348 

uC-zmflmol7129c04bl 

BLASTX 

g3757521 

356 

8.0e-34 

119 

58 

(AC005167) unknown protein [Arabidopsis thaliana] 
308349 

uC-zmflmol7129d02al 

BLASTX 

gll69540 

161 

3.0e-ll 

72 

42 

EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 
(PROTEIN EPS15) (AF-1P PROTEIN) >gi_466260 (U07707) 
epidermal growth factor receptor substrate [Homo sapiens] 

308350 

uC- zmflmo 1 7 12 9d0 4bl 

BLASTN 

g3015620 

234 

1.0e-129 

250 

98 

Zea mays low molecular weight heat shock protein precursor 
(hsp22) mRNA, nuclear gene encoding mitochondrial protein, 



43827 



complete cds 







Seq. ID 


uC-zmflmol7129d06bl 


Method 


BLASTN 


NCBI CjX 




BLAST score 




E- value 


1 . Ue-1 /I 


Match length 




% identity 


95 


NCBI Description 


Z . mays HRGP gene 


beq. wo. 




Seq. ID 


uC-zmrlmol /I2yeuyrjl 


Method 


rJliAb ia 


NCBI GI 


gl943751 


BLAST score 


496 


E value - 


2. . Oe-oz 


Match length 


loo 


% identity 


69 


NCBI Description 


vuyoo4oj /vraDxuopsis 




protein, complete se< 




Ca2+-pumping ATPase; 


Seq, No. 




beq. iu 


uu zmixmoi / iz yru /dj. 


Method 


BLASTX 


NCBI GI 


gll8104 


BLAST score 


544 


E value 


8.0e-56 


Match length 


123 


% identity 


85 


NCBI Description 


PEPT IDYL- PROLYL CIS-' 



pump 



(ROTAMASE) 



NS ISOMERASE (PPIASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408jpir CSZM peptidylprolyl isomerase (EC 5 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb__CAA48638_ (X68678) cyclophilin [Zea mays] 



2.1.8) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308354 

uC-zmflmol7129fl0bl 

BLASTX 

g4490756 

156 

1.0e-10 

88 
44 

(AL035708) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308355 

uC-zmflmol7130a04bl 

BLASTX 

g3335333 

183 

1.0e-13 

66 
58 

(AC004512) Similar to chloroplast membrane-associated 30KD 



43828 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein precursor (IM30) gb_M73744 from Pisum sativum. 
ESTs gb_N37557, gb_W43887 and gb_AA042479 come from this 
gene. [Arabidopsis thaliana] 

308356 

uC-zmflmol7130a05bl 

BLASTX 

g3335333 

211 

5.0e-17 

78 

58 

(AC004512) Similar to chloroplast membrane-associated 30KD 
protein precursor (IM30) gb_M73744 from Pisum sativum. 
ESTs gb_N37557, gb_W43887 and gb_AA042479 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


308357 


Seq. ID 


uC-zmflmol7130c04bl 


Method 


BLASTX 


NCBI GI 


g902586 


BLAST score 


312 


E value 


3.0e-29 


Match length 


70 


% identity 


18 


NCBI Description 


(U29162) ubiquitin [Zea mays] 


Seq. No. 


308358 


Seq. ID 


uC-zmflmol7130el0bl 


Method 


BLASTN 


NCBI GI 


g506138 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


44 


% identity 


95 


NCBI Description 


Zea mays Ec metallothionein c 



cds. >gi_987122_emb_Z34469_ZMMETALLT Z.mays mRNA for class 
II metallothionein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308359 

uC- zmf lmo 1 7 1 3 0 f 0 lb 1 

BLASTX 

g464843 

235 

4.0e-20 

44 

98 

[Segment 1 of 2] TUBULIN ALPHA- 4 
>gi_22152_emb_CAA44864_ (X63179) 
mays] 



CHAIN 

alpha-tubulin #4 [Zea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308360 

uC-zmflmol7131a08bl 

BLASTN 

g22324 

145 

7.0e-76 



43829 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280 
88 

Z.mays mRNA for H2B histone (clone CH2B221) 
308361 

uC-zmf lmol7 131dl0bl 

BLASTX 

g3859602 

163 

2.0e-ll 

46 

54 

(AF104 919) contains similarity to human 

DHHC-domain-containing cysteine-rich protein (GB:U90653) 
and several S. cerevisiae probable membrane proteins 
(GB:U20865, Z48758, U43491) [Arabidopsis thaliana] 

308362 

uC-zmflmol7132a06bl 

BLASTX 

gl352078 

194 

3.0e-15 

40 

90 

BETA-GALACTOS IDASE PRECURSOR (LACTASE) 
( EXO- ( 1 — >4 ) -BETA-D-GALACTANASE ) >gi_507278 (L29451) 
b-galactosidase-related protein; putative [Malus domestical 

308363 

uC- zmf lmo 17 1 3 2 cO 6a 1 

BLASTX 

g975888 

172 

2.0e-12 

43 

77 

(U32511) myo-inositol-l-phosphate synthase 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308364 

uC-zmflmol7132dl2bl 

BLASTX 

g2842496 

171 

2.0e-12 

65 

60 

(AL02174 9) NAM / CUC2 
308365 

uC-zmflmol7132e07al 

BLASTX 

g3894385 

285 

2.0e-25 
146 



-like protein [Arabidopsis thaliana] 



43830 



% identity 

NCBI Description- 



4 

(AF053994) Hcr2-0A [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308366 

uC-zmflmol7132g02bl 

BLASTX 

g3024577 

210 

2.0e-17 

40 

100 

HOMEOBOX PROTEIN ROUGH SHEATH 
gene product [Zea mays] 



1 >gi_1008879 (L44133) RSI 



308367 

uC-zmflmol7132g04al 

BLASTX 

g3193286 

186 

7.0e-14 

40 
78 

(AF069298) T14P8.22 gene product 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



308368 

uC-zmflmol7133al0al 

BLASTX 

g3335376 

163 

2.0e-ll 

46 

54 

(AC003028) putative ammonium transporter [Arabidopsis 
thaliana] 

308369 

uC-zmflmol7133al2bl 

BLASTN 

gl498596 

108 

7.0e-54 

133 

96 

Zea mays phospholipid transfer protein mRNA, complete cds 
308370 

uC-zmflmol7133d05bl 

BLASTN 

g!68434 

51 

3.0e-20 
87 
90 

Z.mays catalase isozyme 3 
308371 

uC-zmflmol7133dllal 



(CAT-3) mRNA, complete cds 



43831 



ID 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3641839 

177 

1.0e-15 

73 

55 

(AL023094) 
thaliana] 



isoflavone reductase - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



308372 

uC-zmflmol7133h03al 

BLASTX 

g3142294 

137 

9.0e-09 

27 
85 

'(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 

308373 ^ 

uC-zmflmo!7134a07bl 

BLASTX 

g4490341 

156 

7.0e-ll 

51 

57 

(AL035656) putative protein [Arabidopsis thaliana] 
308374 

uC-zmflmol7134al0bl 

BLASTX 

gl00489 

146 

1.0e-09 

86 

31 

transposase Tam3 - garden snapdragon transposon Tam3 
>gi_16064_emb_CAA38906_ (X55078) Tam3-transposase 

[Antirrhinum ma jus] >gi_3219237_dbj_BAA28817 . 1_ (AB013982) 
transposase [Antirrhinum majus] >gi_3219239_dbj_BAA28818 . 1_ 

(AB013983) transposase [Antirrhinum majus] 
>gi_3219241_dbj_BAA28819.1_ (AB013984) transposase 

[Antirrhinum majus] >gi_3219244_dbj_BAA28820 . 1_ (AB013986) 
transposase [Antirrhinum majus] >gi_3219249_dbj_BAA28821 . 1_ 

(AB013990) transposase [Antirrhinum majus] 
>gi_3219251_dbj_BAA28822.1_ (AB013991) transposase 

[Antirrhinum majus] >gi_3219256_dbj_BAA28823 . 1_ (AB013995) 
transposase [Antirrhinum majus] >gi_3219259_dbj_BAA28824 . 1_ 

(AB013997) transposase [Antirrhinum majus] 

308375 

uC-zmflmol7134c03bl 

BLASTX 

g4376158 



43832 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 

3.0e-12 

39 
79 

(X98873) aspartate kinase [Arabidopsis thaliana] 
308376 

uC-zmflmol7134cl2bl 
BLASTX ^ , 

g231495 
233 

9.0e-20 

60 

82 

ACT IN 1 >gi_100021_pir S25488 actin - garden pea 

>gi_20637_emb_CAA47899_ (X67666) actin [Pisum sativum] 

308377 

uC-zmflmol7134e03al 

BLASTX 

g3367536 

143 

6.0e-09 

29 

86 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_T04695 comes from this gene. 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308378 

uC-zmflmol7134h08bl 

BLASTN 

g507770 

36 

1.0e-10 

92 
85 

Zea mays D3L H (+) -transporting ATPase 
cds 



(Mhal) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308379 

uC-zmflmol7135dllal 

BLASTN 

gl68617 

59 

1.0e-24 

199 

82 

Maize putative protein kinase mRNA, 
308380 

uC-zmflmol7136a06bl 

BLASTX 

g553125 

140 

4.0e-09 



3 T end 



43833 



# • 



Match length 


48 


% identity 


58 


NCBI Description 


(L13975) dihydroxyacid dehydratase [Saccharomyces 




cerevisiae] 


Seq. No, 


308381 


Seq. ID 


uC-zmflmol7136a09bl 


Method 


BLASTN 


NCBI GI 


g4336204 


BLAST score 


42 


E value 


2.0e-14 


Match length 


82 


% identity 


88 


NCBI Description 


Zea mays cytochrome b5 reductase (NFR) mRNA, complete 


Seq. No. 


308382 


Seq. ID 


uC-zmflmol7136d03bl 


Method 


BLASTX 


NCBI GI 


g4185310 


BLAST score 


149 


E value 


6.0e-16 


Match length 


84 


% identity 


57 


NCBI Description 


(AF090446) gag protein [Zea mays] 


Seq-. No. 


308383 


Seq. ID 


uC- zmf lmol7 1 3 6d0 4bl 


Method 


BLASTX 


NCBI GI 


gl052960 


BLAST score 


293 


E value 


5.0e-27 


Match length 


59 


% identity 


93 


NCBI Description 


(U37437) PNIL34 [Ipomoea nil] 


Seq. No. 


308384 


Seq. ID 


uC - zmflmo 1 7 1 3 6 gO 5b 1 


Method 


BLASTN 


NCBI GI 


g5016094 


BLAST score 


128 


E value 


4.0e-66 


Match length 


148 


% identity 


97 


NCBI Description 


Zea mays lysine-ketoglutarate reductase/saccharopine 




dehydrogenase bifunctional enzyme mRNA, complete cds 


Seq. No. 


308385 


Seq. ID 


uC-zmflmol7137e03bl 


Method 


BLASTX 


NCBI GI 


g2191187 


BLAST score 


152 


E value 


2.0e-10 


Match length 


59 


% identity 


47 


NCBI Description 


(AF007271) contains similarity to a DNAJ-like domain 




[Arabidopsis thaliana] 




43834 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308386 

uC-zmflmol7137ellbl 

BLASTX 

gl666234 

156 

5.0e-ll 

34 
88 

(U76193) actin [Pisum sativum] 
[Pisum sativum] 



>gi_1724143 (U81049) actin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308387 

uC-zmflmol7137f05bl 

BLASTX 

g548770 

261 

3.0e-23 

73 

71 

60S RIBOSOMAL PROTEIN L3 >gi__481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

308388 

uC-zmflmol7137g04bl 

BLASTX 

g3377803 

188 

1.0e-14 

56 
68 

(AF075597) Similar to (p)ppGpp synthetase; T2H3.9 
[Arabidopsis thaliana] 

308389 

uC-zmflmol7137h09bl 

BLASTN 

g556557 

39 

7.0e-13 

47 

96 

Rice mRNA for homologue of Tat binding protein, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



308390 

uC-zmflmol7138a04bl 

BLASTX 

g3047318 

261 

7.0e-23 

88 

14 

(AF056625) poly-ubiquitin [Magnaporthe grisea] 
308391 

uC-zmflmol7138a05bl 



43835 



Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2262195 

159 

8.0e-ll 

59 
44 

(U64820) josephin MJD1 [Homo sapiens] 
308392 

uC-zmflmol7138b08bl 

BLASTX 

g3445208 

143 

1.0e-ll 

69 
59 

(AC004786) putative amino-acid acetyltransf erase 
[Arabidopsis thaliana] 

308393 

uC-zmflmol7138b09bl 

BLASTN 

g4007864 

223 

1.0e-122 

317 
96 

Zea mays HRGP gene, AC1503 line 
308394 

uC-zmflmol7138d08bl 

BLASTX 

g584706 

414 

l.fle-40 

93 

88 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298__dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308395 

uC-zmflmo!7138el2bl 

BLASTX 

g2662310 

315 

4.0e-29 

100 

62 

(AB009307) bpwl [Hordeum vulgare] 
308396 

uC-zmflmol7138fl0bl 

BLASTN 

gl532072 

37 



43836 




E value 


l.Qe-11 


Match length 


41 


% identity 


98 


NCBI Description 


Z.mays mRNA for S-adenosylmethionine decarboxylase 


Seq. No. 


308397 


Seq. ID 


uC-zmflmol7138h03bl 


Method 


BLASTX 


NCBI GI 


gl076678 


BLAST score 


321 


E value 


9.0e-30 


Match length 


71 


% identity 


93 


NCBI Description 


ubiquitin / ribosomal protein S27a - potato (fragment! 


Seq. No. 


308398 


Seq. ID 


uC-zmflmol7138h07bl 


Method 


BLASTX 


NCBI GI 


gll2972 


BLAST score 


166 


E value 


5.0e-12 


Matph 1 pncrth 


73 


% identity 


48 


NCBI Description 


ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC {TRANSAMINASE 


>gi 167546 (M92660) aspartate aminotransferase [Daucu: 




carota] >gi_445587_prf 1909339A Asp aminotransferase 




[Daucus carota] 


Seq. No. 


308399 


Seq. ID 


uC- zmf lmo 1 7 1 3 9b 1 Ob 1 


Method 


BLASTX 


NCBI GI 


crl724100 


BLAST score 


261 


E value 


1.0e-22 


Match length 


98 


% identity 


53 


NCBI Description 


(U79765) porin [Mesembryanthemum crystallinum] 


Seq. No. 


308400 


Seq. ID 


uC- zmf lmo 17139c01bl 


Method 


BLASTN 


NCBI GI 


a4240032 


BLAST score 


62 


E value 


6.0e-27 


Match length 


86 


% identity 


93 


NCBI Description 


Zea mays ZmGRla mRNA, complete cds 


Seq. No. 


308401 


Seq. ID 


uC-zmflmol7139cl0bl 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


121 


E value 


1.0e-61 


Match length 


221 


% identity 


89 


NCBI Description 


Z.mays complete chloroplast genome 



43837 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308402 

uC- zmf lmol7 13 9d0 lbl 

BLASTN 

g22483 

53 

4.0e-21 

180 

91 

Z.mays RNA for superoxide dismutase Sod4 
308403 

uC- zmf lmol 7 1 3 9d0 3bl 

BLASTX 

gll2994 

164 

9.0e-12 

51 

75 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID- INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_* (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

308404 

uC-zmflmol7139d05bl 

BLASTX 

g541849 

151 

4.0e-10 

40 

70 

anthranilate synthase (EC 4.1.3.27) beta chain - 
Arabidopsis thaliana >gi_403434 (L22585) anthranilate 
synthase beta subunit [Arabidopsis thaliana] 

308405 

uC- zmf lmo 17139g02al 

BLASTX 

g2244792 

146 

3.0e-09 

71 

48 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
308406 

uC-zmflmo!7139g08bl 

BLASTX 

g3249064 

197 

2.0e-15 

92 

49 

(AC004473) Strong similarity to trehalose-6-phosphate 



43838 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

308407 

uC-zmflmol7139h05bl 

BLASTN 

gl906603 

153 

1.0e-80 

277 
89 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene f complete sequence 

308408 

uC-zmflmol7139hl0bl 

BLASTN 

g257040 

149 

2.0e-78 

243 

29 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
308409 

uC-zmflmol7140al0al 

BLASTN 

gl244652 

205 

1.0e-lll 

327 

46 

Zea mays copia-type retroelement PREM-2 gag gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308410 

uC-zmflmol7140g03al 

BLASTX 

g4417289 

203 

8.0e-16 

107 

45 

(AC007019) unknown protein [Arabidopsis thaliana] 
308411 

uC-zmflmol7141b05al 

BLASTX 

g3152576 

170 

4.0e-12 

48 
65 

(AC002986) Similar to liver-specific transport protein 
gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 



43839 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308412 

uC-zmflmol7141dllal 

BLASTX 

g3023275 

540 

2.0e-55 

132 

79 

ALPHA-GLUCOS I DASE PRECURSOR ( MALT AS E) 

>gi_2130027_pir S65057 alpha-glucosidase (EC 3.2.1.20) - 

barley >gi_944901 (U22450) alpha-glucosidase [Hordeum 
vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



308413 

uC-zmflmol7141e03al 

BLASTN 

gl546918 

66 

3.0e-29 

82 

95 

Z.mays mRNA for translation initiation factor 5A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308414 

uC-zmflmol7150a02bl 

BLASTX 

g4455359 

334 

4.0e-31 

124 

49 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308415 

uC-zmflmol7150b05bl 

BLASTX 

g4587549 

264 

6.0e-23 

69 

70 

(AC006577) Similar to gbJJ55861 RNA binding protein 
nucleolysin (TIAR) from Mus musculus and contains several 
PF_00076 RNA recognition motif domains • ESTs gb_T21032 and 
gb_T44127 come from this gene. [Arabidopsis t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308416 

uC-zmflmol7150c02bl 

BLASTN 

g3821780 

36 

1.0e-10 

48 

67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 



308417 



43840 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq/ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7150d04bl 
BLASTX 
~g3868859 
273 

5.0e-24 

67 
78 

(AB013887) RAV2 [Arabidopsis thaliana] 
308418 

uC-zmflmol7150d05bl 

BLASTX 

g3395431 

173 

3.0e-12 

64 

50 

(AC004 683) unknown protein [Arabidopsis thaliana] 
308419 

uC-zmflmol7150e03bl 

BLASTX 

g2500725 

657 

5.0e-69 

154 

81 

PRE PROTEIN TRANS LOCASE SECA SUBUNIT PRECURSOR 
>gi_939976_emb_CAA88933_ (Z49124) SecA [Spinacia oleracea] 

308420 

uC-zmflmol7150e06bl 

BLASTX 

g4210332 

314 

6.0e-40 

171 

57 

(AJ223803) 2-oxoglutarate dehydrogenase E2 subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308421 

uC-zmflmol7150e09al 

BLASTN 

g2984708 

137 

4.0e-71 

227 
97 

Zea mays 
cds 



DnaJ-related protein ZMDJ1 (mdJl) gene, complete 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



308422 

uC-zmflmol7150e09bl 

BLASTX 

g2984709 

532 



43841 




E value 


2.0e-54 


Match length 


101 


% identity 


99 


NCBI Description 


(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 


Seq. No. 


308423 


Seq. ID 


uC-zmflmol7150el2bl 


Method 


BLASTX 


NCBI GI 


g2244866 


BLAST score 


152 


E value 


8.0e-10 


Match length 


157 


% identity 


24 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


308424 


Seq. ID 


uC-zmflmol7150f09bl 


Method 


BLASTX 


NCBI GI 


g4415919 


BLAST score 


170 


E value 


7.0e-12 


Match length 


46 


% identity 


67 


NCBI Description 


(AC006282) hypothetical protein [Arabidopsis thaliana; 


Seq. No. 


308425 


Seq. ID 


uC-zmflmol7150fl2bl 


Method 


BLASTX 




a3935170 


BLAST score 


357 


E value 


5.0e-34 


Match length 


104 


% identity 


63 


NCBI Description 


(AC004557) F17L21.13 [Arabidopsis thaliana] 


Seq. No. 


308426 


Seq. ID 


uC-zmflmol7150g01al 


Method 


BLASTN 


NCBI GI 


gl698669 


BLAST score 


96 


E value 


1.0e-46 


Match length 


262 


% identity 


86 


NCBI Description 


Zea mays S-like RNase (kinl) mRNA, complete cds 


Seq. No. 


308427 


Seq. ID 


uC-zmflmol7150g02al 


Method 


BLASTN 


NCBI GI 


gl276930 




95 


E value 


2.0e-46 


Match length 


147 


% identity 


91 


NCBI Description 


Zea luxurians Doebley M018 from ITS1, 5.8S ribosomal 




ITS2 


Seq. No. 


308428 



43842 



Seq. ID uC-zmflmol7151a09al 

Method BLASTX 

NCBI GI g2149640 

BLAST score 313 

E value 9.0e-2 9 

Match length 79 

% identity 82 

NCBI Description (U91995) Argonaute protein [Arabidopsis thaliana] 

Seq. No, 308429 

Seq. ID uC-zmflmol7151c09bl 

Method BLASTX 

NCBI GI gll5511 

BLAST score 224 

E value 5.0e-29 

Match length 95 

% identity 76 



NCBI Description CALMODULIN >gi_231682_sp_P29612_CALM_ORYSA CALMODULIN 
>gi_71682_pir MCBH calmodulin - barley 

>gi_100666_pir S24952 calmodulin 1 (clone lambda DASH) - 

rice >gi_20188_emb_CAA78287_ (Z12827) calmodulin [Oryza 
sativa] >gi_167008 (M27303) calmodulin [Hordeum vulgare] 
>gi_170072 (L01431) calmodulin [Glycine max] >gi_310315 
(L18913) calmodulin [Oryza sativa] >gi_506850 (L20691) 
calmodulin [Vigna radiata] >gi_1478370_bbs_176852 (S81594) 
auxin-regulated calmodulin, arCaM [Vigna radiata=mung bean, 
Wilczek, seedling, Peptide, 149 aa] [Vigna radiata] 
>gi_1742989_emb_CAA70982_ (Y09853) CaM protein [Cicer 
arietinum] >gi_1754991 (U48242) calmodulin TaCaMl-1 
[Triticum aestivum] >gi_1754993 (U48688) calmodulin 
TaCaMl-2 [Triticum aestivum] >gi_1754995 (U48689) 
calmodulin TaCaMl-3 [Triticum aestivum] >gi_1755003 
(U48693) calmodulin TaCaM3-l [Triticum aestivum] 
>gi_1755005 (U49103) calmodulin TaCaM3-2 [Triticum 
aestivum] >gi_1755007 (U4 9104) calmodulin TaCaM3-3 
[Triticum aestivum] >gi_1755009 (U49105) calmodulin 
TaCaM4-l [Triticum aestivum] >gi_3617842 (AF042840) 

calmodulin [Oryza sativa] >gi_226769_prf 1604476A 

calmodulin [Hordeum vulgare var. distichum] 
>gi_1583768_prf 2121384B calmodulin [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308430 

uC - zmf lmo 1 7 1 5 IdO 8b 1 

BLASTN 

g22332 

288 

1.0e-161 

461 

91 

Z.mays HRGP gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308431 

uC-zmflmol7151e06bl 

BLASTX 

g2500522 

190 

1.0e-14 



43843 



Match length 81 
% identity 53 

NCBI Description EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) >gi_603190 

(U17979) translation initiation factor eIF-4A [Zea mays] 



Seq. No. 308432 

Seq. ID uC-zmflmol7151e08bl 

Method BLASTX 

NCBI GI gl076746 

BLAST score 696 

E value 2.0e-73 

Match length 144 

% identity 94 

NCBI Description heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

Seq. No. 308433 

Seq. ID uC-zmflmol7151f06bl 

Method BLASTX 

NCBI GI g4 4 68 97 9 

BLAST score 157 

E value 1.0e-10 

Match length 37 

% identity 76 

NCBI ^Description (AL035605) putative protein [Arabidopsis thaliana] 

Seq. No. 308434 

Seq. ID uC-zmflmol7151fl2bl 

Method BLASTX 

NCBI GI g!524383 

BLAST score 644 

E value 1.0e-67 

Match length 145 

% identity 90 

NCBI Description (X63374) 3-phosphoshikimate 1-carboxyvinyltransf erase [Zea 
mays] 

Seq. No. 308435 

Seq. ID uC-zmflmol7151h06al 

Method BLASTN 

NCBI GI g22243 

BLAST score 42 

E value 1.0e-14 

Match length 78 

% identity 88 

NCBI Description Zea mays Cinl repeat from Cinl middle repetitive family 

Seq. No. 308436 

Seq. ID uC-zmflmol7152a02bl 

Method BLASTX 

NCBI GI g2781355 

BLAST score 306 

E value 6.0e-28 

Match length 80 

% identity 65 

NCBI Description (AC003113) F2401.ll [Arabidopsis thaliana] 



43844 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308437 

uC-zmflmol7152a06bl 

BLASTX 

g4455213 

172 

1.0e-17 

78 
62 

(AL035440) glutamine amidotransf erase/cyclase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308438 

uC-zmflmol7152b05bl 

BLASTN 

gl657765 

103 

1.0e-50 

187 

89 

Zea mays retrotransposon Milt 5' LTR and primer binding 
site DNA sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308439 

uC-zmflmol7152d04bl 

BLASTX 

gll73225 

195 

7.0e-15 

133 

37 

30S RIBOSOMAL PROTEIN SI >gi_1075612_pir S51485 rpsl 

homolog protein 307 - Synechococcus sp 

>gi_666973_dbj_BAA05946_ (D28752) ribosomal protein SI 
[Synechococcus sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308440 

uC-zmflmol7152d05bl 

BLASTX 

gl345588 

420 

2.0e-41 

98 

88 

14-3-3-LIKE PROTEIN GF14-12 >gi_998432_bbs_164524 
GF14-12=GRF2 product/14-3-3 protein homolog [Zea mays, 
XL80, Peptide, 261 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308441 

uC-zmflmol7152d07al 

BLASTX 

g2262116 

157 

2.0e-10 

124 
35 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 



43845 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308442 

uC-zmflmol7152e04bl 

BLASTX 

g3043415 

156 

5.0e-17 

92 

59 

(Y17053) At-hsc70-3 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



308443 

uC-zmflmol7152el2bl 

BLASTX 

g2827160 

151 

1.0e-09 

88 
36 

(AF032667) rexo70 [Rattus norvegicus] 
308444 

uC- zmf lmo 17152f05bl 

BLASTN 

gll957 

39 

2.0e-12 

103 
86 

Rice complete chloroplast genome 
308445 

uC-zmflmol7152hl0bl 

BLASTN 

gl906603 

39 

2.0e-12 

99 

85 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

308446 

uC-zmflmo!7153a03bl 

BLASTX 

g3128231 

197 

5.0e-15 

160 

11 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337370 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 

308447 

uC-zmflmol7153c06bl 



43846 



BLASTX 

g2465923 

557 

3.0e-57 

162 

65 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

308448 

uC-zmflmol7153d04al 

BLASTN 

gl59369 

34 

7.0e-10 

42 
95 

Leishmania enriettii multidrug resistant protein (mdrl) 
gene, complete cds 



308449 

uC-zmflmol7153g08bl 
BLASTX 
g2921304 
496 

3.0e-50 
115 
90 

(AF033496) herbicide 
308450 

uC-zmflmol7154b04bl 
BLASTN 
g473185 
65 

5.0e-28 
209 
83 

Z.mays U3snRNA pseudogene 
308451 

uC- zmf lmo 1 7 1 5 4 dO 2bl 

BLASTX 

g3738306 

149 

2.0e-09 

55 

64 

(AC005309) unknown protein [Arabidopsis thaliana] 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308452 

uC-zmflmol7154d07bl 

BLASTX 

g!706885 

241 

3.0e-20 
155 



safener binding 



43847 



protein [Zea mays] 



%. identity 

NCBI Description 



41 

FOLYLPOLYGLUTAMATE SYNTHASE, MITOCHONDRIAL PRECURSOR 
( FOLYL POLY- GAMMA- GLUT AMATE SYNTHETASE) (FPGS) >gi_1345106 
(U33557) folylpolyglutamate synthetase precursor [Mus 
mus cuius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308453 

uC-zmflmol7154ellal 

BLASTN 

gl532072 

208 

1.0e-113 

311 

92 

Z.mays mRNA for S-adenosylmethionine decarboxylase 
308454 

uC-zmflmol7154g03bl 

BLASTX 

g710626 

158 

6.0e-ll 

52 

54 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 

thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 

thaliana] 

308455 

uC-zmflmol7154g!2al 

BLASTX 

g3281853 

203 

6.0e-16 

79 
52 

(AL031004) putative protein [Arabidopsis thaliana] 
308456 

uC-zmflmol7154h04bl 

BLASTX 

g2618702 

263 

3.0e-29 

87 

78 

(AC002510) unknown protein [Arabidopsis thaliana] 
308457 

uC-zmflmol7155a06bl 

BLASTX 

g2586082 

155 

1.0e-18 

95 

51 



43848 



NCBI Description (U72725) retrofit [Oryza longistaminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method s 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308458 

uC-zmflmol7155al2bl 

BLASTN 

g4185305 

52 

2.0e-20 
184 
84 

Zea mays 
(sz22-21] 
protein, 



cosmid IV.1E1 22-kDa alpha zein protein 21 

gene, complete cds; retrotransposon Opie-2 gag 
polyprotein, and copia protein genes, complete 



cds; and unknown genes 
308459 

uC-zmflmol7155b02bl 

BLASTN 

g473185 

81 

2.0e-37 

188 ' 
86 

Z.mays U3snRNA pseudogene 
308460 

uC-zmflmol7155b06bl 

BLASTX 

g2668742 

332 

6.0e-31 

67 

96 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
308461 

uC- zmf lmol 7 1 5 5 e 0 6b 1 

BLASTX 

g4538939 

260 

1.0e-22 

121 

48 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 

308462 

uC-zmflmol7155f09bl 

BLASTN 

g639721 

35 

3.0e-10 

39 
97 

Zea mays calcium-dependent protein kinase (CDPK) gene, 
exons 1-7 and partial cds 



43849 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



308463 

uC-zmflmol7155gl0bl 

BLASTN 

g257040 

159 

2.0e-84 

223 
93 

hydroxyproline-rich glycoprotein [maize, Genomic, 



1703 nt] 



308464 

uC-zmflmol7156b07bl 

BLASTX 

g2500345 

287 

1.0e-25 

74 

74 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG {HIGH MOBILITY 
GROUP-LIKE NUCLEAR PROTEIN 2 HOMOLOG) 

>gi_2618578_dbj_BAA23363_ (D50420) OTK27 [Homo sapiens] 
>gi_3859990 (AF091076) OTK27 [Homo sapiens] 

>gi_1589072_prf 2210268A nuclear protein-NHP2-like protein 

[Homo sapiens] 

308465 

uC-zmflmol7156g03bl 

BLASTX 

g4416302 

453 

4.0e-45 

144 

58 

(AF105716) copia-type pol polyprotein [Zea mays] 
308466 

uC-zmflmol7156g07bl 

BLASTX 

g2911052 

430 

2.0e-42 

133 

62 

(AL021961) putative protein [Arabidopsis thaliana] 
308467 

uC- zmf lmo 1 7 1 5 6h0 9b 1 

BLASTN 

g257040 

235 

1.0e-129 

280 
18 

hydroxyproline-rich glycoprotein [maize, Genomic, 17 03 nt] 
308468 

uC-zmflmol7157b06al 



43850 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915039 

174 

1.0e-12 

55 

60 

SUGAR CARRIER PROTEIN C >gi_169718 
protein [Ricinus communis] 



(L08196) sugar carrier 



308469 

uC-zmflmol7157d03al 

BLASTN 

g3511235 

170 

9.0e-91 

231 

94 

Zea mays starch branching enzyme lib (ae) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308470 

uC-zmflmol7157f03al 
BLASTX 
g4581181 
167 

1.0e-ll 

73 
40 

(AC006220) unknown protein [Arabidopsis thaliana] 
308471 

uC- zmf lmo 1 7 1 5 8d0 3bl 
BLASTX 
g3335347 
316 

4.0e-29 
93 
69 

(AC004512) Contains similarity to ARI, 
gb_X98309 from Drosophila melanogaster . _ 
gb_W43120, gb_N65868, gb_H36013, gb_AA042241, gb_T76869 and 
gb_AA042359 come from this gene. [Arabidopsis thaliana] 

308472 

uC- zmf lmol 7 1 5 8 f 0 1 al 

BLASTX 

g4454471 

146 

1.0e-09 

53 

53 

(AC006234) putative G protein coupled receptor [Arabidopsis 
thaliana] 



RING finger protein 
ESTs gb_T44383, 



Seq. No. 
Seq. ID 
Method 



308473 

uC-zmflmol7159a06bl 
BLASTX 



43851 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455169 
175 

1.0e-12 

59 

51 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308474 

uC- zmf lmo 1 7 1 5 9a 0 8b 1 

BLASTX 

g3687237 

144 

7.0e-09 

54 

54 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

308475 

uC-zmflmol7159b08bl 

BLASTX 

g3355477 

251 

1.0e-21 

109 

48 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308476 

uC-zmflmol7159bl0al 

BLASTX 

g4512651 

219 

8.0e-18 

72 

51 

(AC007048) putative tyrosine transaminase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308477 

uC-zmflmol7159e08bl 

BLASTX 

gl078080 

145 

6.0e-09 

69 

41 

hypothetical protein YLR316c 
cerevisiae) 



- yeast (Saccharomyces 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308478 

uC-zmflmol7159f04al 

BLASTN 

g4140643 

37 



43852 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-ll 

77 
87 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



308479 

uC-zmflmo!7159fl2bl 

BLASTX 

g282994 

420 

2.0e-51 

124 

80 

Sipl protein - barley >gi_167100 (M77475) 
protein [Hordeum vulgare] 



seed imbibition 



308480 

uC-zmflmol7160a02al 

BLASTN 

g2257755 

39 

9.0e-13 

47 
96 

Zea mays nucleolar histone deacetylase HD2-p39 mRNA, 
complete cds 

308481 

uC-zmflmol7160b05bl 

BLASTN 

g303852 

38 

7.0e-12 

86 

86 

Rice mRNA for ribosomal protein L3, complete cds 
308482 

uC-zmflmol7160bl2bl 

BLASTX 

g4091080 

184 

1.0e-13 

86 
47 

(AF045571) nucleic acid binding protein [Oryza sativa] 
308483 

uC-zmflmol7160cl0bl 

BLASTX 

g2894607 

234 

2.0e-19 

90 

54 

(AL021889) NAM (no apical meristem) 



- like protein 



43853 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 



308484 

uC-zmflmol7160f05bl 

BLASTX 

gl684913 

159 

1.0e-10 

106 

43 

(U77888) receptor-like protein kinase [Ipomoea nil] 
308485 

uC-zmflmol7160g02bl 

BLASTN 

g257040 

74 

2.0e-33 

186 

68 

hydroxyproline-rich glycoprotein [maize. Genomic, 1703 nt] 
308486 

uC-zmflmol7161a02bl 

BLASTX 

g2618688 

175 

2.0e-13 

74 

59 

(AC002510) putative esterase 



D [Arabidopsis thaliana] 



308487 

uC-zmflmol7161f01bl 

BLASTX 

g3860263 

398 

1.0e-38 

142 

58 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



308488 

uC-zmflmol7161f06bl 

BLASTX 

g4415931 

341 

6.0e-32 

165 

44 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 

308489 

uC-zmflmol7163a06bl 



43854 



Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


323 


E value 


5.0e-30 


Match length 


67 


% identity 


93 


NCBI Description 


(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 


Seq. No. 


308490 


Seq. ID 


uC-zmflmol7163a09bl 


Method 


BLASTX 


NCBI GI 


g3292826 


BLAST score 


619 


E value 


2.0e-64 


Match length 


129 


% identity 


78 


NCBI Description 


(AL031018) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


308491 


Seq. ID 


uC-zmflmol7163bl2bl 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


53 


E value 


2.0e-21 


Match length 


86 


% identity 


88 


NCBI Description 


Zea mays cosmid IV.1E1 22-kDa alpha ,zein protein 21 




(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 




protein, polyprotein, and copia protein genes, complete 




cds; and unknown genes 


Seq. No. 


308492 


Seq. ID 


uC-zmflmol7163cl0bl 


Method 


BLASTX 


NCBI GI 


g4467148 


BLAST score 


378 


E value 


3.0e-36 


Match length 


173 


% identity 


50 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 


Seq. No. 


308493 


Seq. ID 


uC-zmflmol7163d02bl 


Method 


BLASTN 


NCBI GI 


gl244652 


BLAST score 


51 


E value 


9.0e-20 


Match length 


63 


% identity 


48 


NCBI Description 


Zea mays copia-type retroelement PREM-2 gag gene, complete 




cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308494 

uC-zmflmo!7163e05bl 

BLASTN 

gl69843 

65 



43855 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-28 

133 

87 

Saccharum sp. phosphoenolpyruvate carboxylase (SCPEPCD1) 
gene, complete cds 

308495 

uC-zmflmol7163gllbl 

BLASTN 

g22258 

41 

l-0e-13 

53 
94 

Maize DNA for Dsl03 controlling element (Dsl-related) 
308496 

uC-zmflmol7163h07bl 

BLASTX 

g3169170 

198 

2.0e-15 

117 

44 

(AC004401) putative chloroplast envelope Ca2+-ATPase, 5 1 
partial [Arabidopsis thaliana] 



Seq. No. 


308497 


Seq. ID 


uC-zmflmol7164a02bl 


Method 


BLASTX 


NCBI GI 


g2760345 


BLAST score 


614 


E value 


5.0e-64 


Match length 


141 


% identity 


26 


NCBI Description 


(U84967) ubiquitin 


Seq. No. 


308498 


Seq. ID 


uC-zmflmol7164c08bl 


Method 


BLASTN 


NCBI GI 


g22332 


BLAST score 


274 


E value 


1.0e-153 


Match length 


361 


% identity 


94 


NCBI Description 


Z.mays HRGP gene 


Seq. No. 


308499 


Seq. ID 


uC-zmflmol7164e07bl 


Method 


BLASTX 


NCBI GI 


g2323410 


BLAST score 


186 


E value 


8.0e-14 


Match length 


124 


% identity 


36 


NCBI Description 


(AF015913) SkblHs [: 



43856 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308500 

uC-zmflmol7164el2bl 

BLASTN 

g22332 

220 

1.0e-120 

394 
89 

Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



308501 

uC-zmflmol7164g03bl 

BLASTN 

g4582786 

47 

2.0e-17 

47 
100 

Zea mays mRNA for adenosine kinase, putative 
308502 

uC-zmflmol7165a04bl 

BLASTX 

g416641 

179 

3.0e-13 

68 

49 

INDOLE -3 -ACETIC ACID INDUCED PROTEIN ARG4 
>gi_287568_dbj_BAA03309_ (D14413) ORF [Vigna radiata] 

308503 

uC-zmf lmo!7 1 65a0 7bl 

BLASTX 

g4510406 

236 

1.0e-19 

131 

44 

(AC006587) putative protein kinase [Arabidopsis thaliana] 
308504 

uC-zmflmol7165b08bl 

BLASTX 

g!18104 

437 

2.0e-43 

98 

85 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi__168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

308505 

uC- zmf lmo 1 71 6 5b 1 lb 1 



43857 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4539383 

142 

5.0e-09 

62 

53 

(AL035526) 
thaliana] 



putative protein (fragment) [Arabidopsis 



308506 

uC-zmflmol7165cllbl 

BLASTX 

gll55261 

160 

3.0e-14 

98 
56 

(U40217) eukaryotic release factor 
thaliana] 



1 homolog [Arabidopsis 



308507 

uC- zmf lmo 17 1 65d0 9bl 

BLASTX 

g4115377 

170 

2.0e-15 

136 

43 

(AC005967) unknown protein [Arabidopsis thaliana] 



308508 

uC-zmflmol7165ellbl 

BLASTN 

g4007864 

49 

9.0e-19 

93 

88 

Zea mays HRGP gene, 



AC1503 line 



308509 

uC-zmflmo!7165el2bl 

BLASTN 

g22312 

45 

3.0e-16 

69 

91 

Maize ABA-inducible gene for glycine-rich protein 
abscisic acid) 

308510 

uC-zmflmol7165fl0bl 

BLASTX 

g2191168 

286 

1.0e-25 



( ABA = 



43858 



Match length 

% identity 

NCBI Description 



130 
45 

(AF007270) contains similarity to myosin heavy chain 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308511 

uC-zmflmol7165h03bl 

BLASTX 

g4033421 

252 

1.0e-21 

80 

65 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2570501 (AF022733) inorganic 
pyrophosphatase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308512 

uC-zmflmol7165hl2bl 

BLASTX 

gl709000 

156 

1.0e-10 

47 

68 

S - ADENOS YLME T H I ON I NE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308513 

uC-zmflmo!7166a05bl 

BLASTN 

g497239 

38 

7.0e-12 

38 

100 

Zea mays W22 plasma-membrane H-f- ATPase (Zmpmal) mRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308514 

uC-zmflmo!7166a08bl 

BLASTX 

g2668742 

162 

3.0e-ll 

49 

69 

(AF034945) glycine-rich RNA binding protein [Zea mays] 



Seq. No. 
Seq. ID - 
Method 
NCBI GI 
BLAST score 
E value 



308515 

uC- zmf lmo 1 7 1 6 6b0 3b 1 

BLASTX 

g2224911 

605 

6.0e-63 



43859 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
91 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 

308516 

uC-zmflmol7166f08bl 

BLASTX 

gll71966 

146 

4.0e-09 

50 

68 

PHOSPHATIDYLINOSITOL 3-KINASE, NODULE ISOFORM (PI3-KINASE) 
(PTDINS-3-KINASE) (PI3K) (SPI3K-1) >gi_736337 (L29770) 
phosphatidylinositol 3-kinase [Glycine max] 

308517 

uC- zmf lmol 7 1 6 6hl Obi 

BLASTX 

g2464915 

246 

7.0e-21 

125 

47 

(Z99708) transcription initiation factor like protein 
[Arabidopsis thaliana] 

308518 

uC-zmflmol7168allbl 

BLASTX 

g3643611 

313 

9.0e-29 

61 

87 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
308519 

uC- zmf lmo 17168c09bl 

BLASTX 

g2244871 

339 

1.0e-31 

70 
84 

(Z97338) phosphocholine cytidylyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308520 

uC-zmflmol7168d01al 

BLASTN 

g312178 

51 

1.0e-19 

55 
98 



43860 



NCBI Description Z.mays GapC2 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ; 

Match length 

% identity 

NCBI Description 



3-08521 

uC-zmflmol7168d04al 

BLASTN 

g22468 

44 

5.0e-16 

44 
100 

Z.mays mRNA for root-origin phosphoenolpyruvate carboxylase 
(PEPC) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308522 

uC- zmf lmo 1 7 1 6 8 dO 5b 1 

BLASTX 

g3617837 

151 

1.0e-09 

48 

73 

(AF035820) gibberellin action negative regulator SPY 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308523 

uC-zmflmol7168f04bl 

BLASTX 

g3482974 

458 

1.0e-45 

134 
67 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308524 

uC-zmflmol7168h04bl 

BLASTX 

g3445397 

227 

9.0e-19 

125 
39 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308525 

uC- zmf lmo 17169a01bl 

BLASTX 

gl076515 

169 

3.0e-12 

55 

64 

pectinesterase precursor - kidney bean 
>gi_732913_emb_CAA59482_ (X85216) pectinesterase 
vulgaris] 



[Phaseolus 



43861 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308526 

uC-zmflmol7169a04al 

BLASTX 

g2695711 

263 

1.0e-42 

100 

85 

(AJ001370) cytochome b5 [Olea europaea] 
308527 

uC-zmflmol7169a05al 

BLASTX 

g3928142 

641 

3.0e-67 

134 

50 

(AJ131045) protein phosphatase [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



308528 

uC-zmflmol7169a07al 

BLASTX 

g3912917 

587 

5.0e-61 

116 
94 

(AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 

308529 

uC-zmflmol7169a07bl 

BLASTX 

g3912917 

238 

6.0e-20 

90 
61 

(AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 

308530 

uC-zmflmol7169a08al 

BLASTX 

g3915847 

308 

3.0e-28 

70 

83 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

308531 

uC-zitiflmol7169a08bl 

BLASTX 

g3915847 



43862 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
. Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



439 

2.0e-43 

88 

94 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
4 OS ribosomal protein S2 [Arabidopsis thaliana] 

308532 

uC-zmflmol7169a09al 

BLASTX 

gl421741 

475 

9.0e-48 

144 

65 

(U54770) cytochrome P450 homolog [Lycopersicon esculentum] 
308533 

uC- zraf lmo 1 7 1 6 9a 0 9b 1 

BLASTX 

gl421741 

197 

2.0e-29 

125 

37 

(U54770) cytochrome P450 homolog [Lycopersicon esculentum] 
308534 

uC-zmflmol7169al2al 

BLASTX 

gl778370 

588 

3.0e-61 

108 
100 

(U77678) asparagine synthetase 2 [Glycine max] 
308535 

uC- zmf lmo 1 7 1 6 9 al 2b 1 

BLASTX 

gl778370 

393 

4.0e-38 

79 

96 

(U77 678) asparagine synthetase 2 [Glycine max] 
308536 

uC- zmf lmo 17169b04al 

BLASTX 

g4262226 

240 

4.0e-20 

159 

45 

(AC006200) putative protein kinase [Arabidopsis thaliana] 



43863 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308537 

uC-zmflmol7169b05al 

BLASTX 

gl871192 

174 

2.0e-23 

95 

72 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
tha liana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI ' GI 
BLAST score 
E value 
Match length 
% identity 



308538 

uC-zmflmol7169b06al 

BLASTX 

g3023839 

699 

5.0e-74 

147 

87 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 2 
>gi_1835163_emb_CAB06619__ (Z84821) G protein beta subunit 
[Nicotiana tabacum] 

308539 

uC- zmf Imo 1 7 1 6 9b 0 8 a 1 

BLASTX 

gl710840 

576 

1.0e-59 

122 
87 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) (CYTOKININ BINDING PROTEIN CBP57) 
>gi_441217_dbj_BAA03709_ (D16138) S-adenosyl-L-homocystein 
hydrolase [Nicotiana sylvestris] >gi_1857024_dbj__BAA08142_ 
(D45204) S-adenosyl-L-homocysteine hydrolase [Nicotiana 
tabacum] >gi_2588781_dbj JBAA23164_ (D49804) 
S-adenosyl-L-homocysteine hydrolase [Nicotiana tabacum] 

308540 

uC-zmflmol7169b08bl 

BLASTN 

g535583 

61 

1.0e-25 

136 

87 

Medicago sativa adenosylhomocysteinase mRNA, complete cds 
308541 

uC- zmf Imol 7 1 6 9b0 9a 1 

BLASTX 

gl076515 

444 

7.0e-50 

161 

68 



43864 



o 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pectinesterase precursor - kidney bean 

>gi_732913_emb_CAA59482_ (X85216) pectinesterase [Phaseolus 
vulgaris] 

308542 

uC- zmf Imo 1 7 1 6 9b0 9b 1 

BLASTX 

gl076515 

506 

2.0e-51 

116 

81 

pectinesterase precursor - kidney bean 

>gi_732913_emb_CAA59482_ (X85216) pectinesterase [Phaseolus 
vulgaris] 

308543 

uC-zmflmol7169bl0al 

BLASTX 

g2344889 

274 

4.0e-24 

73 
60 

(AC002388) unknown protein [Arabidopsis thaliana] 
308544 

uC-zmflmol7169bllal 

BLASTX 

g4262174 

549 

1.0e-56 

116 

85 

(AC005508) 9058 [Arabidopsis thaliana] 
308545 

uC-zmflmol7169b!2bl 

BLASTX 

g2695711 

236 

2.0e-21 

71 

77 

(AJ001370) cytochome b5 [Olea europaea] 
308546 

uC-zmflmol7169c03al 

BLASTX 

g2388580 

501 

8.0e-51 

95 
92 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 



43865 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
•NCBI GI 
BLAST score - 
E value 
Match length 
% identity 
NCBI Description 



308547 

uC-zmflmol7169c04al 

BLASTX 

g2959781 

515 

1.0e-52 

122 
80 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
308548 

uC-zmflmol7169c05al 

BLASTX 

g4589062 

189 

6.0e-25 

96 

68 

(AF120146) 
aestivum] 



[Triticum 
1 (AF120147) 



myo- inositol 1-phosphate synthase 
>gi_4589064_gb_AAD26331.1_AF120147_ 
myo-inositol 1-phosphate synthase [Triticum aestivum] 
>gi_4589066_gb_AAD26332.1_AF120148_l (AF120148) 
myo-inositol 1-phosphate synthase [Triticum aestivum] 

308549 

uC-zmflmol7169c06al 

BLASTX 

g!351974 

369 

4.0e-44 

95 

99 

ADP-RIBOSYLATION FACTOR >gi_1076788_pir S49325 

ADP-ribosylation factor - maize >gi_1076789_pir S53486 

ADP-ribosylation factor - maize >gi_556686_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 

308550 

uC-zmflmol7169c07al 

BLASTX 

g2244986 

209 

2.0e-16 

97 
43 

(Z97340) FCA gamma [Arabidopsis thaliana] 
308551 

uC-zmflmol7169c08bl 

BLASTX 

g4588001 

308 

4.0e-28 

135 

47 

(AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 



43866 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308552 

uC-zmflmol7169c09al 

BLASTX 

g!370180 

663 

9.0e-70 

137 

94 

(Z73939) RAB5B [Lotus japonicus] 
308553 

uC- zmf lmo 17 1 6 9c0 9b 1 

BLASTX 

gl370180 

191 

4.0e-23 

65 
94 

(Z73939) RAB5B [Lotus japonicus] 
308554 

uC-zmflmol7169cl0al 

BLASTX 

g542179 

456 

1.0e-45 

89 
98 

alpha tubulin 
chain - maize 
alpha tubulin 



- maize >gi_629837_pir S39998 tubulin alpha 

(fragment) >gi_393401_emb_CAA52158_ (X73980) 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 



308555 

uC-zmflmol7169cl0bl 

BLASTX 

g320960 

238 

5.0e-20 

59 

83 

tubulin alpha-II chain - Plasmodium falciparum >gi_160108 
(M34390) alpha-tubulin II [Plasmodium falciparum] 

308556 

uC-zmflmol7169d03al 

BLASTX 

g4105772 

699 

6.0e-74 

157 

52 

(AF049917) PGP9B [Petunia x hybrida] 
308557 

uC-zmflmol7169d04al 
BLASTX 



43867 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll70568 
322 

4.0e-40 

118 

73 

MY0-IN0SIT0L-1-PH0SPHATE SYNTHASE (IPS) 

>gi_2147316_pir S60302 D-myo-inositol-3-phosphate synthase 

(EC 5.5.1.4) - Spirodela polyrrhiza 
>gi_558648_emb_CAA77751_ (Z11693) 

D-myo-inositol-3-phosphate synthase [Spirodela polyrrhiza] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308558 

uC-zmflmol7169d08bl 

BLASTX 

g2827700 

148 

5.0e-10 

52 
58 

(AL021684) DEAD box ATP dependent helicase protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308559 

uC-zmflmol7169dl0al 

BLASTX 

g2407790 

565 

7.0e-67 

139 

96 

(AF019910) grrl [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308560 

uC-zmflmol7169dl0bl 

BLASTN 

g2407789 

274 

1.0e-153 

338 
94 

Glycine max grrl (grrl) mRNA, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308561 

uC-zmflmol7169dllal 

BLASTX 

g3953603 

220 

3.0e-24 

91 
74 

(AB008490) response 



regulator 7 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308562 

uC-zmflmol7169e03al 

BLASTX 

g3243234 

646 



43868 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-68 

148 

82 

(AF071477) isoflavone reductase related protein [Pyrus 
communis] 

308563 

uC-zmflmol7169e03bl 

BLASTX 

g3243234 

477 

7.0e-48 

111 

83 

(AF071477) isoflavone reductase related protein [Pyrus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308564 

uC- zmf lmo 17169e08al 

BLASTX 

g3834307 

639 

6.0e-67 

159 

74 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 

308565 

uC-zmflmol7169el2al 

BLASTX 

g3023271 

385 

2.0e-37 

86 

84 

GLUTATH IONE- DE PENDENT FORMALDEHYDE DEHYDROGENASE (FDH) 
(FALDH) (GSH-FDH) >gi_1675394 (U77637) class III ADH enzyme 
[Oryza sativa] 



308566 

uC-zmflmol7169f02al 

BLASTX 

g4204294 

393 

4.0e-38 

106 

80 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



308567 

uC- zmf lmo 1 7 1 6 9 f 0 2b 1 

BLASTX 

g4204294 



43869 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158 

8.0e-18 

69 

74 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

308568 

uC-zmflmol7169f03al 

BLASTX 

g3024502 

216 

3.0e-17 

51 

82 

RAS-RELATED PROTEIN RAB11D >gi_1370148_emb_CAA9818O_ 
(Z73952) RAB11D [Lotus japonicus] 

308569 

uC-zmflmol7169f07al 

BLASTX 

g!468977 

600 

2.0e-62 

163 

67 

(U62550) AT-PHH1 [Arabidopsis thaliana] 



308570 

uC-zmflmol7169f08al 

BLASTX 

g4006895 

567 

2.0e-58 

161 

68 

(Z99708) putative protein 



[Arabidopsis thaliana] 



308571 

uC-zmflmol7169g02al 

BLASTX 

g2911042 

380 

2.0e-36 

146 

60 

(AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 

308572 

uC-zmflmol7169g02bl 

BLASTX 

g2911042 

194 

7.0e-38 

106 

82 



43870 



NCBI Description 



(AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308573 

uC-zmflmol7169g03al 

BLASTN 

g256142 

76 

4.0e-35 

88 

97 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 



Seq, No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308574 

uC-zmflmol7169g04al 

BLASTX 

gl29590 

590 

1.0e-62 

129 
96 

PHENYLALANINE AMMON I A- L YAS E >gi_99990_pir S17444 

phenylalanine ammonia-lyase (EC 4.3.1.5) 1 - alfalfa 
>gi_19650_emb_CAA41169_ (X58180) phenylalanine 
ainmonia-lyase [Medicago sativa] 



Seq. No. 


308575 


Seq. ID 


uC-zmflmol7169g04bl 


Method 


BLASTX 


NCBI GI 


g81807 


BLAST score 


146 


E value 


4.0e-09 


Match length 


46 


% identity 


70 


NCBI Description 


phenylalanine ammonia-lyase 




(fragment) 


Seq. No. 


308576 


Seq. ID 


uC-zmflmol7169g08al 


Method 


BLASTX 


NCBI GI 


gl326161 


BLAST score 


290 


E value 


6.0e-26 


Match length 


148 


% identity 


52 


NCBI Description 


(U54703) dehydrin [Phaseolus 


Seq. No. 


308577 


Seq. ID 


uC-zmflmol7169g08bl 


Method 


BLASTN 


NCBI GI 


gl326160 


BLAST score 


70 


E value 


5.0e-31 


Match length 


134 


% identity 


95 


NCBI Description 


Phaseolus vulgaris dehydrin ] 



(EC 4.3.1.5) - soybean 



43871 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308578 

uC-zmflmol7169g09al 

BLASTX 

g4506223 

227 

1.0e-18 

156 

33 

proteasome (prosome, macropain) 26S subunit, non-ATPase, 13 
>gi_3618343_dbj_BAA33214_ (AB009398) 26S proteasome subunit 
p40.5 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308579 

uC-zmflmol7169gl0al 

BLASTX 

g4467095 

167 

1.0e-15 

93 
51 

(AL035538) putative protein [Arabidopsis, thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308580 

uC-zmflmol7169gl0bl 

BLASTX 

g4467095 

265 

4.0e-23 

106 

58 

(AL035538) putative protein 



[Arabidopsis thaliana] 



308581 

uC-zmflmol7169gl2al 

BLASTN 

g304108 

34 

1.0e-09 

46 
93 

Arabidopsis thaliana poly (A) -binding protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308582 

uC-zmflmol7169gl2bl 

BLASTX 

g2213871 

279 

9.0e-25 

71 

86 

(AF003126) poly (A) -binding protein 
crystallinum] 



[ Me s emb r y a n t hemum 



Seq. No. 
Seq. ID 



308583 

uC- zmf Imo 17169h03al 



43872 



0 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

g4587525 

224 

5.0e-31 

158 

47 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transf er protein domain. ESTs 
gb_T76582 / gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

308584 

uC- zmf lmo 1716 9h0 6al 

BLASTX 

g2055230 

635 

2.0e-68 

150 

86 

(AB000130) SRC2 [Glycine max] 
308585 

uC- zmf lmo 1 7 1 6 9h0 6bl 

BLASTN 

g2055229 

172 

7.0e-92 

347 

93 

Soybean mRNA for SRC2, complete cds 
308586 

uC-zmflmol7169h08al 

BLASTN 

g6598550 

39 

1.0e-12 

75 

88 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

308587 

uC-zmflmol7169hl0al 

BLASTX 

gl35406 

634 

2.0e-66 

151 

85 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir_A32712 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_l 66918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

308588 

uC-zmflmol7169hllal 



43873 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g479386 

640 

2.0e-67 

145 

94 

isocitrate dehydrogenase - soybean 
308589 

uC- zmf lmo 17169hllbl 

BLASTN 

gl69988 

371 

0.0e+00 

430 

97 

Glycine max NADP-specif ic isocitrate dehydrogenase 
mENA, 3 f end 



(idhl) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308590 

uC-zmflmol7169hl2bl 

BLASTX 

g479386 

248 

4.0e-21 

59 

85 

isocitrate dehydrogenase - soybean 
308591 

uC-zmflmol7171allbl 

BLASTX 

g3688173 

374 

6.0e-36 

124 
56 

(AL031804) putative protein [Arabidopsis thaliana] 
308592 

uC-zmflmol7171b06bl 

BLASTX 

g939785 

277 

1.0e-24 

62 

89 

(L46400) MADS box protein [Zea mays] 
308593 

uC-zmflmol7171b07al 

BLASTX 

g4539348 

259 

1.0e-22 

74 
62 



43874 



NCBI Description (AL035539) putative pollen allergen [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308594 

uC - zmf lmo 1 7 1 7 lb 0 7 b 1 

BLASTN 

g3821780 

34 

1.0e-09 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
308595 

uC- zmf lmo 1 7 1 7 IdO 6b 1 

BLASTN 

g4206305 

97 

4.0e-47 

213 

87 

Zea mays retrotransposon Cinful-1, 



complete sequence 



308596 

uC-zmflmo!7171g05bl 

BLASTX 

g4539452 

180 

2.0e-13 

84 
46 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

308597 

uC-zmflmol7171g06bl 

BLASTN 

g4185305 

61 

1.0e-25 

156 

43 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

308598 

uC-zmflmol7171g07bl 

BLASTX 

g4406784 

252 

1.0e-21 

116 
36 

(AC006532) putative oligopeptide transport protein 
[Arabidopsis thaliana] 



43875 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308599 

uC- zmf Imo 1 7 1 7 1 gl lb 1 

BLASTX 

g3063447 

321 

1.0e-29 

153 

5 

(AC003981) F22013.9 



[Arabidopsis thaliana] 



308600 

uC- zmf lmo 1 7 1 7 IhO 9b 1 

BLASTX 

g2984709 

417 

6.0e-41 

90 

92 

(AF053468) DnaJ-related protein 
308601 

uC-zmflmol7172al2al 

BLASTN 

g485376 

37 

2.0e-ll 

73 

88 

Zea mays alpha-3-tubulin gene, 



ZMDJ1 [Zea mays] 



complete cds 



308602 

uC-zmf lmol7 172d03al 

BLASTX 

g2425066 

139 

6.0e-09 

36 

72 

(AF019147) cysteine proteinase Mir3 [Zea mays] 
308603 

uC-zmflmol7172e04al 

BLASTN 

gll81330 

78 

4.0e-36 

125 

93 



NCBI Description Z.mays CNX mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308604 

uC- zmf lmo 1 7 1 7 3b 1 lb 1 

BLASTX 

g2605617 

330 

3.0e-31 
64 



43876 



o 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

(D88617) 0SMYB1 [Oryza sativa] 
308605 

uC-zmflmol7173cl2bl 

BLASTX 

g2232254 

230 

5.0e-24 

73 

67 

(AF005237) old-yellow-enzyme homolog [Catharanthus roseus] 
308606 

uC-zmflmol7173d05bl 

BLASTN 

g22292 

89 

2.0e-42 

280 

85 

Z.mays mRNA for glycine-rich protein 
308607 

uC-zmflmol7173dllbl 

BLASTX 

g902584 

294 

6.0e-37 

136 

9 

(U29159) polyubiquitin containing 7 ubiquitin monomers [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308608 

uC-zmflmo!7174a04bl 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



308609 

uC-zmflmol7174b07bl 

BLASTN 

g22646 

45 

3.0e-16 

68 

94 

Z.mays MFS18 mRNA 
308610 

uC-zmflmol7174c06bl 
BLASTN 



43877 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2286152 
218 

1.0e-119 

289 

94 

Zea mays cytoplasmic malate dehydrogenase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308611 

uC-zmflmol7174cllbl 

BLASTN 

g3821780 

36 

1.0e-10 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
308612 

uC- zmf Imo 17174d09bl 

BLASTX 

g4580398 

245 

6.0e-21 

71 

63 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 

308613 

uC-zmflmol7174g01al 

BLASTN 

g4140643 

140 

7.0e-73 

244 

90 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

308614 

uC- zmf lmo 17 1 7 4 gO 9b 1 

BLASTX 

g4007490 

163 

5.0e-ll 

64 

47 

(AF094763) SNF4/AMP-activated protein kinase gamma subunit; 
SNF4A; noncatalytic subunit of the SNF/AMPK complex 
[Drosophila melanogaster] 

308615 

uC-zmflmol7175a02bl 

BLASTN 

g2062691 

34 



43878 



E value 
Match length 
% identity 
NCBI Description 



O 



2.0e-09 

34 

100 

Human sodium phosphate transporter (NPT4 ] 
cds 



mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308616 

uC-zmflmol7175hl0bl 

BLASTX 

g567890 

150 

8.0e-10 

69 

45 

(L37352) beta-galactosidase-complementation protein 
[Cloning vector] 

308617 

uC- zmf Imo 17176a01bl 

BLASTX 

g82306 

328 

2.0e-30 

73 

78 

myb protein 305 - garden snapdragon 
308618 

uC-zmflmol7176bl2bl 

BLASTX 

g2239083 

164 

4.0e-ll 

148 
32 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

308619 

uC-zmflmol7176c06bl 

BLASTX 

g3927831 

248 

4.0e-21 

124 
41 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 

308620 

uC-zmflmol7176cllbl 

BLASTX 

gl717957 

197 

2.0e-29 



43879 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 
88 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN) (RISP) 

>gi_100923_pir A41607 ubiquinol — cytochrome-c reductase 

(EC 1.10.2.2) iron-sulfur protein precursor - maize 
>gi_168607 (M77224) Rieske Fe-S protein [Zea mays! 

308621 

uC- zmf lmo 1 7 1 7 6d0 3bl 

BLASTX 

g3236259 

235 

1.0e-19 

110 
78 

(AC004684] 
thaliana] 



putative alcohol dehydrogenase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



308622 

uC-zmflmol7176d04bl 

BLASTX 

g2130082 

181 

2.0e-13 

91 

41 

protein kinase Xa21 {EC 2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_1586408_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 

308623 

uC- zmf lmo 1 7 1 7 6g0 7b 1 

BLASTX 

g4587533 

150 

1.0e-09 

55 

55 

(AC007060) EST gb_AA721821 comes from this gene. 
[Arabidopsis thaliana] 

308624 

uC-zmflmol7176h01bl 

BLASTX 

g2262103 

311 

2.0e-28 

113 

57 

(AC002343) unknown protein [Arabidopsis thaliana] 
308625 

uC-zmflmol7176h05bl 
BLASTX 



43880 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3142300 
299. 

6.0e-27 

117 

47 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gbJF88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
,-E value 
Match length 
% identity 
NCBI Description 



308626 

uC- zmf lmo 17176hl0bl 

BLASTX 

g4582787 

619 

1.0e-64 

141 
84 

(AJ012281) adenosine kinase [Zea mays] 
308627 

uC-zmflmol7177al0al 

BLASTN 

gl906603 

54 

1.0e-21 

179 
82 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308628 

uC-zmflmol7177b02al 

BLASTX 

gl906804 

336 

2.0e-31 

146 

45 

(D87750) 

[Xenopus laevis] 



farnesyl cysteine carboxyl methyltransf erase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



308629 

uC-zmflmol7177f01al 

BLASTX 

g3334761 

256 

4.0e-22 

99 

51 

(Z97029) ribonuclease HI large subunit 
308630 

uC- zmf lmo 17179c03bl 

BLASTX 

g2352492 



[Homo sapiens] 



43881 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



257 

4.0e-22 

80 

59 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

308631 

uC-zmf lmol7 17 9d05bl 

BLASTX 

g3297824 

208 

3.0e-16 

108 
51 

(AL031032) bZIP transcription factor-like protein 
[Arabidopsis thaliana] 

308632 

uC- zmf lmo 1 7 1 7 9d0 7 a 1 

BLASTX 

g2088650 

148 

2.0e-09 

38 

76 

(AF002109) peroxisomal ATP/ADP carrier protein isolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308633 

uC- zmf lmo 1 7 1 7 9d0 9b 1 

BLASTN 

g22646 

44 

1.0e-15 

76 

89 



NCBI Description Z.mays MFS18 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



308634 

uC-zmflmol7179e01bl 

BLASTX 

g3121837 

205 

5.0e-16 

80 

55 

PHOS PHAT I DATE CYT I D YLYLTRANS FERAS E (CDP-DIGLYCERIDE 
SYNTHETASE) {CDP-DIGLYCERIDE PYROPHOSPHORYLASE) 
( CDP - DI AC YLGL YCEROL SYNTHASE) (CDS) (CTP : PHOS PHAT I DATE 
CYTIDYLYLTRANSFERASE) (CDP-DAG SYNTHASE) 
>gi_2182104_emb_CAA63004_ (X91909) CDP-diacylglycerol 
synthetase [Solanum tuberosum] 

308635 

uC- zmf lmo 17179el0bl 



43882 






•DJ-LTlO J. /I 


NCBI GI 


g2880051 


BLAST score 


157 


E value 


Q Art 1 *7 


Match length 


/y 


% identity 


58 


NCBI Description 


(AC002340) putative protein kinase [Arabidopsis thaliana 


Seq. No. 


oUoooo 


beq. id 


uu- zmnmoi / 1 / yruoai 


L v ie unoci 




NCBI GI 


g4538896 


BLAST score 


216 


E value 


Z . Ue-l / 


Match length 


o D 


% identity 


53 


MLbi Description 


(AL049482) putative protein [Arabidopsis thaliana] 


Seq. No. 


308637 


beq. id 


ul— zmiimoi / 1 /ygu /oi 


i v ie Liiou 


DllAb 1 IN 


NCBI GI 


g22332 


BLAST score 


456 


E value 


u . ue+uu 


Match length 


594 


% identity 


60 


NCBI Description 


Z.mays HRGP gene 


Seq. No. 


308638 


beq. ID 


uc-zmrimoi / 1 / yniziDi 


H, if-. J_ 1- ^-v 

Metnoa 


TUT 7\ ofnv 

BLAbTX 


NOB1 bl 


„onoo cert 


BLAST score 


198 


E value 


4.0e-15 


Match length 


90 


% identity 


48 


NCBI Description 


(AF002109) peroxisomal ATP/ADP carrier protein isolog 




[Arabidopsis thaliana] 


Seq. No. 


308639 


beq. ID 


uu-zmrimo± / loUaUoDi 


Method 


oliAb 1 A 




gj oduzo y 


BLAST score 


138 


E value 


1.0e-08 


Match length 


76 


% identity 


42 


NCBI Description 


(AF023164) leucine-rich repeat transmembrane protein kin. 




1 [Zea mays] 


Seq. No. 


308640 


beq. id 


uc~zmnmoi / ioudu / di 


Method 


BLASTN 


NCBI GI 


g257040 


BLAST score 


200 


E value 


1.0e-109 


Match length 


271 



43883 



o 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
308641 

uC - zmf lmo 1 7 1 8 0 cO 6b 1 
BLASTX 
gl658313 
.432 
8.0e-43 
103 
41 

(Y08987) osr40g2 [Oryza sativa] 
308642 

uC-zmflmol7180dl0al 

BLASTN 

gl532072 

50 ' 

1.0e-19 

113 

87 

Z.mays mRNA for S-adenosylmethionine decarboxylase 



308643 

uC-zmflmo!7180dl0bl 

BLASTX 

g2129921 

179 

5.0e-13 

50 
72 

hypothetical protein 1 



(U12573) putative [Catharanthus roseus] 



Madagascar periwinkle >gi_758 694 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308644 

uC-zmflmol7180h05bl 

BLASTX 

gl362008 

257 

3.0e-22 

68 

15 

ubiquitin-like protein 12 



Arabidopsis thaliana 



308645 

uC-zmflmol7181a03bl 

BLASTN 

g2668743 

96 

1.0e-46 

289 
90 

Zea mays ubiquitin conjugating enzyme 
cds 



(UBC) mRNA, complete 



Seq. No. 
Seq. ID 



308646 

uC-zmflmo!7181b04bl 



43884 



Method 


DliAo 1 IN 


NCBI GI 


g3135542 


BLAST score 


122 


E value 


Z . Ue-oz 


Match length 


194 


% identity 


91 


NCBI Description 


Oryza sativa aquaporin (PIP2a) mRNA, complete cds 


Seq. No. 


308647 


Seq. ID 


uC-zmrlmol /lolcUlbl 


\Jts>. 4- V". y-s 

ixietinoa 




NCBI GI 


g2760839 


BLAST score 


198 


E value 


z . Oe-lo 


Match length 


102 


% identity 


47 


NCBI Description 


(AC003105) putative receptor kinase [Arabidopsis thaliana 


Seq. No. 


308648 


Seq. ID 


uC- zmf lmol 7 1 8 1 cO 5b 1 


Method 


BLASTX 


NCBI GI 


g2347189 


BLAST score 


191 


E value 


9.0e-15 


Match length 


81 


% identity 


49 


NCBI Description 


(AC002338) hypothetical protein [Arabidopsis thaliana] 




>gi_3150399 (AC004165) hypothetical protein [Arabidopsis 




thaliana] 


Seq. No. 


308649 


Seq. ID 


uC- zmf lmol /loleuoJol 


Method 


BLASTX 




gi / UoZoo 


BLAST score 


145 


E value 


4.0e-09 


Match length 


46 


% identity 


59 


NCBI Description 


PEPT IDYL -PROLYL CIS-TRANS ISOMERASE 10 (PPIASE) (ROTAMASE 



(CYCLOPHILIN-10) >gi_733577 (U23453) similar to 
pept idyl -prolyl cis-trans isomerase (PPIASE) (CYCLOPHILIN) 
[Caenorhabditis elegans] >gi_1155225 (CJ34954) cyclophilin 
isoform 10 [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308650 

uC-zmflmol7181ellbl 

BLASTX 

g4337191 

401 

3.0e-39 

120 

61 

(AC006403) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



308651 

uC-zmflmol7183h07al 
BLASTN 



43885 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4416300 
49 

1.0e-18 

112 
43 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

308652 

uC-zmflmol7184b02bl 

BLASTX 

g626042 

782 

1.0e-83 

154 

92 

beta-glucosidase, root meristem (EC 3.2.. 1.-) precursor - 
maize >gi_435313_ernb_CAA52293_ (X74217 f beta-glucosidase 
[Zea mays] 

308653 

uC-zmflmol7184el2bl 

BLASTX 

gll73630 

468 

8.0e-47 

166 

58 

(U34747) 
SM9108 1 ] 



cysteine proteinase [Phalaenopsis sp. 'hybrid 



308654 

uC-zmflmol7184f02bl 

BLASTX 

g4185310 

496 

4.0e-50 

148 

66 

(AF090446) gag protein [Zea mays] 



308655 

uC-zmflmol7184g02bl 

BLASTX 

g4204232 

177 

3.0e-13 

39 

92 

(AF035378) MADS-box protein 1 



[Lolium temulentum] 



308656 

uC- zmf lmo 1 7 1 8 4 hO lb 1 

BLASTX 

gl00484 

232 

3.0e-19 



43886 



Match length 


f A 

64 


% identity 


64 


JNCbi Description 


hypothetical protein 


Seq. No. 


308657 


Seq. ID 


uC-zmflmol7184h03bl 


Metnoa 


BLASTN 


NCBI GI 


g22332 


BLAST score 


117 


E value 


4 . Oe-59 


Match length 


251 


% identity 


93 


NCBI Description 


Z.mays HRGP gene 


Seq. No. 


308658 


Seq. ID 


uC-zmf lmol7 18 5bl Obi 


Method 


BLASTX 




go /4oUo9 


BLAST score 


189 


E value 


4.0e-16 


Match length 


139 


•s identity 


36 


NCBI Description 


(AC005311) putative : 




thaliana] 


Seq. No. 


308659 


Seq. ID 


uC-zmflmol7185g01bl 


Method 


TIT "A 1*1 m T T 

BLASTX 


MOT} T /"» T 

JMOdI CjI 


g4zoo /07 


BLAST score 


541 


E value 


2.0e-55 


Match length 


162 


£ identity 


65 


NCBI Description 


(AC006223) putative ' 




thaliana] 


Seq. No. 


308660 


Seq. ID 


uC-zmflmol7185g09bl 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


88 


E value 


9.0e-42 


Match length 


168 


% identity 


89 



- garden snapdragon 



[Arabidopsis 



[Arabidopsis 



NCBI Description 



Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 
Seq. ID 
Method 
NCBI GI ' 
BLAST score 
E value 
Match length 
% identity 



308661 

uC-zmflmol7185h03bl 

BLASTX 

g2984709 

462 

3.0e-46 

99 

91 



43887 



NCBI Description (AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 



Seq . No . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308662 

uC- zmf lmo 17 1 8 6a02bl 

BLASTN 

g22332 

222 

1.0e-122 

297 
94 



NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308663 

uC- zmf lmo 17186a06bl 

BLASTX 

gl35449 

634 

2.0e-66 

144 

83 

TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 



308664 

uC-zmflmol7186a09bl 

BLASTN 

g257040 

48 

2.0e-18 

48 

100 

hydroxyproline-rich glycoprotein [maize, 



Genomic, 1703 nt] 



Seq. No. 
Seq. ID 



308665 

uC-zmflmol7186allbl 

BLASTN 

g2062705 

36 

1.0e-10 

36 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
308666 

uC-zmflmol718 6b05bl 

BLASTX 

g4432863 

143 

4.0e-09 

48 

56 

(AC006300) putative phosphate/phosphoenolpyruvate 
translocator protein [Arabidopsis thaliana] 

308667 

uC- zmf lmol 7 1 8 6b0 8b 1 



43888 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2994 

406 

9.0e-40 

86 
94 

GLYCINE-RICH RNA-BINDING, ABSCISIC AC ID- INDUCIBLE PROTEIN 

>gi_82685_pir SO 4 53 6 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_j>rf 1410284A abscisic acid inducible gene [Zea 

mays] 

308668 

uC-zmflmol7186b09bl 

BLASTX 

gl370196 

375 

5.0e-36 

103 

73 

(Z73947) RAB8D [Lotus japonicus] 
308669 

uC-zmflmol7186bl2bl 

BLASTN 

g2429617 

65 

6.0e-28 

166 

86 

Oryza sativa mRNA for ferrochelatase, partial cds 
308670 

uC-zmflmol7186c08bl 

BLASTX 

gll3460 

503 

5.0e-51 

102 

94 

ADP, ATP CARRIER PROTEIN 2 PRECURSOR {ADP/ATP TRANSLOCASE 2) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 2) (ANT 2) 

>gi_100851_pir S16568 ADP, ATP carrier protein precursor - 

maize >gi_22164__emb_CAA41812_ (X59086) adenine nucleotide 
translocator [Zea mays] 

308671 

uC- zmf lmo 1 7 1 8 6d0 lbl 

BLASTN 

gl657766 

41 

8.0e-14 

57 
93 

Zea mays retrotransposon Opie-2 5 1 LTR, primer binding 
site, gag gene, pol gene, complete cds, polypurine tract 



43889 



and 3' LTR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308672 

uC- zmf lmo 1 7 1 8 6d0 5b 1 

BLASTX 

g4469124 

150 

1.0e-17 

69 

72 

(AJ236870) methionin synthase-like enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308673 

uC- zmf lmo 1 7 1 8 6h0 6b 1 

BLASTX 

gl203832 

198 

2.0e-15 

116 
43 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308674 

uC-zmflmol7186h07bl 

BLASTX 

gl203832 

252 

1.0e-21 

106 

53 

(U4 6003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi__1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

308675 

uC-zmflmol7187a03bl 

BLASTX 

gl076812 

179 

7.0e-13 

133 
40 

initiator-binding protein - maize >gi_483490_emb_CAA55691_ 
(X79085) initiator binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308676 

uC-zmflmol7187a07bl 

BLASTX 

g2498329 

521 

3.0e-53 

138 

68 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665jpir_ 



S65571 



43890 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



pattern-formation protein GNOM - Arabidopsis thaliana 
>gi__1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



308677 

uC-zmflmol7187b04bl 

BLASTX 

g2618698 

340 

6.0e-32 

135 

56 

(AC002510) unknown protein 



[Arabidopsis thaliana] 



308678 

uC-zmflmol7187e06bl 

BLASTX 

g4432846 

582 

3.0e-60 

164 

70 

(AC006283) unknown protein [Arabidopsis thaliana] 
308679 

uC- zmf Imo 17187e09bl 

BLASTX 

gll5771 

742 

5.0e-79 

140 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682j?ir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900__ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262} [Zea mays] 

308680 

uC- zmf lmo 1 7 1 8 7 f 0 5b 1 

BLASTX 

g2576411 

234 

2.0e-26 

172 

48 

(AF012833) similar to dynamin-like protein encoded by 
GenBank Accession Number X99669 [Arabidopsis thaliana] 

308681 

uC-zmflmol7187g04bl 

BLASTX 

g2984709 



43891 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



519 

7.0e-53 

99 

99 

(AF0534 68) Dna J- related protein ZMDJl [Zea mays] 
308682 

uC-zmflmol7187h03bl 

BLASTN 

g22332 

323 

0.0e+00 

477 

92 



NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308683 

uC-zmflmol7190a05bl 

BLASTX 

gll2994 

236 

1.0e-26 

77 

87 

GLYCINE-RICH RNA-BINDING, ABSCISIC AC ID- INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313__emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

308684 

uC-zmflmol7190a07bl 

BLASTX 

g2921304 

228 

7.0e-19 

118 ■ 
42 

(AF033496) herbicide safener binding protein [Zea mays] 
308685 

uC-zmflmol7190bllbl 

BLASTX 

g2979559 

165 

2.0e-ll 

64 

58 

(AC003680) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308686 

uC- zmf lmo 1 7 1 9 0 f 1 2b 1 

BLASTN 

g4007864 

56 



43892 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-23 

80 

93 

Zea mays HRGP gene f AC1503 line 
308687 

uC-zmflmol7192c07bl 

BLASTN 

g2832242 

60 

3.0e-25 

196 

82 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
308688 

uC-zmflmol7192d08bl 

BLASTN 

g22149 

34 

4.0e-10 

58 
90 

Z.mays mRNA for alpha-tubulin 
30868a. 

uC-zmflmol7192f03al 

BLASTN 

g940445 

35 

2.0e-10 

47 

94 

A.thaliana mRNA for cytochrome P450 
308690 

uC-zmflmo!7193cl2bl 

BLASTX 

g3281853 

186 

2.0e-14 

48 

77 

(AL031004) putative protein [Arabidopsis thaliana] 



308691 

uC-zmflmol7193hl0bl 

BLASTX 

g!076678 

291 

2.0e-26 

71 

86 

ubiquitin / ribosomal protein S27a 



potato ( fragment ) 



Seq. No. 
Seq. ID 



308692 

uC-zmflmol7195b07bl 



43893 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3821780 

36 

7.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
308693 

uC-zmflmol7195el0bl 

BLASTN 

g899607 

65 

1.0e-28 

93 

58 

Zea mays polyubiquitin (MubCS) mRNA, complete cds 
308694 

uC-zmflmol7195hllbl 

BLASTX 

g3548816 

266 

3.0e-23 

144 
40 

(AC005313) LEA-like protein [Arabidopsis thaliana] 
308695 

uC-zmflmol7197d01bl 

BLASTX 

gl805669 

157 

2.0e-10 

130 

33 

(Z34883) peptide synthetase ORF4 [Bacillus subtilis] 
>gi_2634214_emb_CAB13714_ (Z99113) peptide synthetase 
[Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308696 

uC - zmf lmo 17197 dO 3b 1 

BLASTX 

g2746086 

276 

9.0e-32 

140 

61 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308697 

uC-zmflmol7197d08bl 

BLASTN 

g22136 

126 

1.0e-64 



43894 





Match length 


242 




% identity 


88 




NCBI Description 


Maize Adh2-N mRNA for alcohol dehydrogenase 




Seq. No. 


308698 




Seq. ID 


uC-zmf Imol7197d09al 




Method 


BLASTN 




NCBI GI 


g4468793 




BLAST score 


94 




E value 


1. Oe-45 




Match length 


150 




% identity 


91 




NCBI Description 


Zea mays mRNA for glutathione transferase III (b) 




Seq. No. 


308699 




Seq. ID 


uC-zmf Imol7197g01bl 




Method^ 


BLASTX 




NCBI GI 


g4056428 




BLAST score 


381 




E value 


4.0e-37 




■ Match length 


90 


B1 


% identity 


78 


fn 


NCBI Description 


(AC005322) Similar to gb__U43629 integral membrane protein 


J? 




from Beta vulgaris and a member of sugar transporter family 


,™ 




PF_00083. [Arabidopsis thaliana] 


H= 


Seq. No. 


308700 


r~i""s 


Seq. ID 


uC-zmflmol7197g07bl 




Method 


BLASTX 




NCBI GI 


g82696 




BLAST score 


265 


Li 


E value 


2.0e-23 


psss 


Match length 


68 




% identity 


78 




NCBI Description 


glycine-rich protein - maize >gi_22293_emb_CAA43431__ 


-™ 




(X61121) glycine-rich protein [Zea mays] 




Seq. No. 


308701 




Seq. ID 


uC- zmf Imo 17 1 9 7hl lb 1 




Method 


BLASTX 




NLdI \jL 


gozU104 1 




BLAST score 


291 




E value 


2.0e-26 




Match length 


108 




% identity 


56 




NCBI Description 


(AJ005077) TCTR2 protein [Lycopersicon esculentum} 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308702 

uC-zmflmol7198b01bl 

BLASTN 

g940880 

115 

5.0e-58 

169 

93 

Z.mays zag2 gene 



43895 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308703 

uC- zmf lmo 17198 dO 2b 1 

BLASTX 

g2252843 

237 

1.0e-19 

167 
35 

(AF013293) No definition line found [Arabidopsis thaliana] 
308704 

uC-zmflmol7198f01bl 

BLASTX 

g4006886 

163 

3.0e-ll 

125 
37 

(Z99708) putative protein [Arabidopsis thaliana] 
308705 

uC- zmf lmo 1 7 1 9 8 f 1 Ibl 

BLASTX 

g4406781 

267 

2.0e-23 

127 

50 

(AC006532) putative Na+/H+ antiporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308706 

uC-zmflmol7198g01bl 

BLASTX 

gll5786 

678 

2.0e-71 

145 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357__emb_CAA68451_ (Y00379) LHCP [Zea 
mays ] 

308707 

uC-zmflmol7198g03bl 

BLASTX 

gl35060 

179 

2.0e-13 

71 
63 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOS YLTRANS FERASE 1) 

( SHRUNKEN- 1 ) >gi_66570_pir YUZMS sucrose synthase {EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 



43896 



Seq. No. 

Seq~. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308708 

uC-zmflmol7198h05bl 

BLASTX 

g3355468 

151 

1.0e-12 

75 

58 

(AC004218) putative 
thaliana] 



ribosomal protein 



L35 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308709 

uC-zmflmol7199a04bl 

BLASTX 

g2980765 

149 

2.0e-09 

94 

43 

(AL022198) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 308710 

Seq. ID , uC-zmflmol7199c05bl 

Method BLASTX 

NCBI GI g2791834 

BLAST score 282 

E value 5.0e-33 

Match length 123 

% identity 65 

NCBI Description (AF0414 63) elongation factor 1-alpha [Manihot esculenta] 

Seq. No. 308711 

Seq. ID uC-zmflmol7199d05bl 

Method BLASTX 

NCBI GI g4539404 

BLAST score 408 

E value 5.0e-40 

Match length 124 

% identity 56 

NCBI Description (AL049524) putative protein [Arabidopsis thaliana] 

Seq. No. 308712' 

Seq. ID uC-zmflmol7199d09bl 

Method BLASTN 

NCBI GI g507770 

BLAST score 76 

E value 2.0e-34 

Match length 195 

% identity 86 

NCBI Description Zea mays D3L H <+) -transporting ATPase (Mhal) gene, complete 
cds 



Seq. No. 308713 

Seq. ID uC-zmflmol7199f09bl 

Method BLASTX 

NCBI GI gl076746 



43897 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



351 

3.0e-33 

104 

65 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

308714 

uC-zmflmol7199g02bl 

BLASTX 

gl718097 

256 

3.0e-22 

97 

52 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 
(41 KD ACCESSORY PROTEIN) (DVA41) >gi_626048_pir A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 

ATPase subunit DVA41 [Dictyostelium discoideum] 

308715 

uC-zmflmol7199g04bl 

BLASTX 

g!699023 

198 

4.0e-15 

105 
43 

(U78866) putative arginine-aspartate-rich RNA binding 
protein [Arabidopsis thaliana] >gi_1699051 (U78867) 
putative aspartate-arginine-rich mRNA binding protein 
[Arabidopsis thaliana] 

308716 

uC-zmflmol7199g09bl 

BLASTX 

g2443881 

318 

3.0e-29 

76 

78 

(AC002294) contains beta-transducin motif [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308717 

uC-zmflmol7199h04bl 

BLASTX 

gl707642 

217 

2.0e-17 

92 

52 

(Y07748) 



TMK [Oryza sativa] 



Seq. No. 



308718 



43898 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7199h07bl 

BLASTX 

g401115 

436 

4.0e-43 

130 

63 

SUCROSE- PHOSPHATE SYNTHASE (UDP-GLUCOSE-FRUCTOSE-PHOSPHATE 

GLUCOS YLTRANS FERASE ) >gi_5 3900 7_pir JQ22 7 7 

sucrose-phosphate synthase (EC 2.4.1.14) - spinach 
>gi_170147 (L04803) sucrose phosphate synthase [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308719 

uC-zmflmol7199h09bl 

BLASTX 

g283045 

192 

1.0e-14 

81 
48 

hydroxyproline-rich glycoprotein - maize 
>gi_22333_emb_CAA44844_ (X63134) hydroxyproline-rich 

glycoprotein [Zea mays] >gi_228936_prf 1814452A Hyp-rich 

glycoprotein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308720 

uC-zmflmol7201c04bl 

BLASTX 

g3885334 

275 

2.0e-24 

127 

47 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308721 

uC-zmflmol7201cl2bl 

BLASTX 

g2894600 

185 

1.0e-13 

67 

48 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308722 

uC-zmflmol7201h03bl 

BLASTX 

g3668089 

259 

8.0e-23 

77 

62 

(AC004667) unknown protein [Arabidopsis thaliana] 



43899 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308723 

uC- zmf lmo 1 7 2 0 lhO 6b 1 

BLASTN 

g2984708 

160 

1.0e-84 

192 

96 

Zea mays DnaJ-related protein 
cds 



ZMDJ1 (mdJl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308724 

uC-zmflmol7201h08bl 

BLASTX 

gl23620 

222 

4.0e-18 

136 
43 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 


308725 


Seq. ID 


uC-zmflmol7201hl0al 


Method 


BLASTN 


NCBI GI 


g600115 


BLAST score 


77 


E value 


1.0e-35 


Match length 


150 


% identity 


88 


NCBI Description 


Z.mays apx gene encoding cyt< 


Seq. No. 


308726 


Seq. ID 


uC-zmflmol7201hl0bl 


Method 


BLASTX 


NCBI GI 


gl076800 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


50 


% identity 


70 


NCBI Description 


L-ascorbate peroxidase (EC 1 



2111423A ascorbate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34 934) cytosolic ascorbate 
peroxidase [Zea mays] >gi_1096503__prf_ 
peroxidase [Zea mays] 



308727 

uC- zmf lmo 1 7 2 0 Ihl 2b 1 

BLASTX 

g3135254 

186 

8.0e-14 

86 
44 

(AC003058) hypothetical protein 



[Arabidopsis thaliana] 



43900 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308728 

uC-zmflmol7202a04bl 

BLASTN 

g2182028 

34 

1.0e-09 

58 

90 

Oryza sativa mRNA for shaggy-like kinase etha 
308729 

uC-zmflmol7202b08bl 

BLASTX 

g4235644 

453 

6.0e-45 

179 

47 

(AF119040) polyprotein [Lycopersicon esculentum] 
308730 

uC-zmflmol7202b09bl 

BLASTX 

g2828284 

191 

3.0e-14 

62 
58 

(AL021687) hypothetical protein [Arabidopsis thaliana] 
>gi_2832637__emb_CAA16766_ (AL021711) hypothetical protein 
[Arabidopsis thaliana] 

308731 

uC-zmflmol7202bl2al 

BLASTX 

g3219149 

167 

2.0e-15 

109 

45 

(AB015180) cdc2 related [Mesembryanthemum crystal linum] 
308732 

uC-zmflmol7202g04bl 

BLASTN 

g22332 

413 

0.0e+00 

580 

49 



NCBI Description Z.mays HRGP gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308733 

uC-zmflmo!7202h01bl 

BLASTX 

g4467100 

307 



43901 



E value 4.0e-29 

Match length 90 - 

% identity 76 

NCBI Description (AL035538) MADS-box protein AGL17-like protein [Arabidopsis 
thaliana] 

Seq. No. 308734 

Seq. ID uC-zmflmol7203b02al 

Method BLASTN 

NCBI GI g596022 

BLAST score 34 

E value 8.0e-10 

Match length 58 

% identity 90 

NCBI Description Zea mays glucose-6 phosphate isomerase (phil) mRNA, 
complete cds 

Seq. No. 308735 

Seq. ID uC-zmflmol7203c04al 

Method BLASTX 

NCBI GI g2160172 

BLAST score 157 

E value 2.0e-10 

Match length 72 

% identity 47 

NCBI Description (AC000132) No definition line found ''[Arabidopsis thaliana] 

Seq. No. 308736 

Seq. ID uC-zmflmol7203g05al 

Method BLASTX 

NCBI GI g4559366 

BLAST score 182 

E value 3 . 0e-13 

Match length 91 

% identity 35 

NCBI Description (AC006585) putative tyrosine transaminase [Arabidopsis 
thaliana] 

Seq. No. 308737 

Seq. ID uC-zmflmol7204bl0bl 

Method BLASTX 

NCBI GI g!12994 

BLAST score 437 

E value 3.0e-43 

Match length 86 

% identity 100 



NCBI Description GLYCINE-RICH RNA- BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA- inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays ] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



308738 

uC-zmflmol7204c06al 

BLASTN 

g602605 



43902 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
..NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



65 

2.0e-28 

157 

85 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
308739 

uC- zmf lmo 1 7 2 0 4 dO 2bl 

BLASTX 

g2429543 

274 

3.0e-24 

109 

49 

(AF025472) contains similarity to S. cerevisiae 
mitochondrial DNA repair and recombination protein PIF1 
(NID:g5771350 [Caenorhabditis elegans] 

308740 

uC-zmflmol7204el0al 

BLASTX 

g3608133 

142 

8.0e-09 

39 

64 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
308741 

uC-zmflmol7204g08al 

BLASTN 

g602605 

122 

3.0e-62 

298 

85 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
308742 

uC-zmflmol7204h03bl 

BLASTX 

g4416302 

767 

6.0e-82 

159 

89 

(AF105716) copia-type pol polyprotein [Zea mays] 
308743 

uC-zmflmol7205c05al 

BLASTX 

g2760321 

256 

2.0e-22 

101 

52 

(AC002130) F1N21.6 [Arabidopsis thaliana] 



43903 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308744 

uC-zmflmo!7205cl2al 

BLASTX 

g4314362 

264 

3.0e-23 

105 

49 

(AC006340) putative D-amino acid dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308745 

uC-zmflmol7206e04al 

BLASTN 

g22091 

47 

2.0e-17 

188 
82 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308746 

uC-zmflmol7206f05al 

BLASTX 

gl36632 

180 

2.0e-13 

44 

80 

UBIQUITIN-ACTIVATING ENZYME El 1 >gi_100841_pir A38373 

ubiquitin — protein ligase (EC 6.3.2.19) El - wheat 

>gi_285451_pir A42873 ubiquitin-activating enzyme El, UBA1 

- Wheat >gi_170780 (M55604) ubiquitin-activating enzyme El 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308747 

uC- zmf lmo 1 7 2 0 6h0 4 al 

BLASTN 

g4416300 

229 

1.0e-126 

325 
93 

Zea mays chromosome 4 



22 kDa zein-associated intercluster 



region, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308748 

uC - zmf lmo 17206hl0al 

BLASTN 

gl498596 

39 

6.0e-13 

153 
88 

Zea mays phospholipid transfer protein mRNA, complete cds 



43904 



Seq. No. 


308749 


Seq. ID 


uC-zmf lmol7209aQ8al 


Method 


BLASTN 


NCBI GI 


g416146 


BLAST score 


39 


E value 


4.0e-13 


Match length 


119 


% identity 


83 


NCBI Description 


Zea mays beta- 6 tubi 


Seq. No. 


308750 


Seq. ID 


uC- zmf lmo 17209bl0al 


Method 


BLASTX 


NCBI GI 


g4204695 


BLAST score 


168 


E value 


6.0e-12 


Match length 


' 51 


% identity 


63 


NCBI Description 


(AF117062) putative 




AtSPl [Arabidopsis 


Seq. No. 


308751 


Seq. ID 


uC-zmf Imol /2uynuJal 


Method 


BLASTX 


NCBI GI 


g283004 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


57 



(tub6) gene and mRNA, complete cds 



% identity 

NCBI Description 



65 

DNA-binding protein Gt-2 - rice >gi_20249_emb__CAA48328_ 
(X68261) gt-2 [Oryza sativa] 



Seq. No. 


308752 


Seq. ID 


uC- zmf lmol 7 2 0 9h05al 


Method 


BLASTN 


NCBI GI 


g22461 


BLAST score 


222 


E value 


1.0e-122 


Match length 


274 


% identity 


96 


NCBI Description 


Maize RAB-17 gene 


Seq. No. 


308753 


Seq. ID 


uC-zmflmol7209h09al 


Method 


BLASTX 


NCBI GI 


g4415917 


BLAST score 


149 


E value 


2.0e-09 


Match length 


95 


% identity 


38 


NCBI Description 


(AC006282) putative 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



[Arabidopsis thaliana] 
308754 

uC-zmflmol7210b02al 

BLASTX 

g3559814 



43905 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



158 

1.0e-10 

34 

88 

(Y15781) transketolase 1 [Capsicum annuum] 
308755 

uC-zmflmol7210b09al 

BLASTX 

gl35406 

254 

5.0e-28 

64 

96 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_997 68_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



308756 

uC-zmflmol7210e05al 

BLASTN 

gl68406 

77 

3.0e-35 
186 

85 ^ 

Z.mays alcohol dehydrogenase 
complete cds 



(ADH-1 C-m allele) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308757 

uC-zmflmol7211cllal 

BLASTN 

g2109456 

44 

1.0e-15 

96 

86 

Oryza sativa clone MIRCH38 chitinase mRNA, partial cds 
3087,58 

uC-zmflmol7212e08al 

BLASTX 

gl297187 

181 

2.0e-13 

86 

49 

(U53501) similar to protein encoded by GenBank Accession 
Number 041815, nucleoporin 98 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308759 

uC-zmflmol7212e!2al 

BLASTX 

g416664 

161 

5.0e-ll 



43906 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



85 
42 

PLASMA MEMBRANE AT PAS E 4 (PROTON PUMP) 

>gi_485504_pir S33548 H+-transporting ATPase (EC 3.6.1.35} 

type 4, plasma membrane - curled-leaved tobacco 
>gi_19704_emb_CAA47275_ (X66737) plasma membrane H+- ATPase 
[Nicotiana plumbaginifolia] 

308760 

uC-zmflmo!7212f08al 

BLASTX 

gllll59 

236 

9.0e-20 

67 

60 

TPA-induced protein 11B - mouse r 
308761 

uC-zmflmol7215b01bl 

BLASTX 

gll9355 

585 

2.0e-60 

133 

89 

ENOLASE 1 ( 2-PHOSPHOGLYCERATE DEHYDRATASE 1) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 

308762 

uC-zmflmol7215b03bl 

BLASTX 

g3927830 

201 

9.0e-16 

93 

45 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
308763 

uC- zmf lmo 1 7 2 1 5 dO 9b 1 

BLASTX 

g3355465 

541 

2.0e-55 

144 

68 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

308764 

uC-zmflmol7215fllbl 

BLASTN 

g3821780 



43907 



BLAST score 


34 


E value 


2.0e-09 


Match length 


34 


% identity 


100 


NCBI Description 


Xenopus laevxs cDNA clone 27A6-1 


Seq. No. 


308765 


Seq. ID 


uC- zmf lmol7 2 lonO 9b 1 


Method 


BLASTX 


NCBI GI 


g3327196 


BLAST score 


210 


E value 


6.0e-17 


Match length 


54 


% identity 


70 


NCBI Description 


(AB014591) KIAA0691 protein [Homo sapiens] 


Seq. No. 


308766 


Seq. ID 


uC - zmf lmo 1 7 2 1 7 a 0 9£>1 


Method 


BLASTX 


NCBI GI 


g4572674 


BLAST score 


173 


E value 


2.0e-12 


Match length 


76 


% identity 


46 


NCBI Description 


(AC006954) unknown protein [Arabidopsis thaliana] 


-> 

Seq. No. 


308767 


Seq. ID 


uC-zmflmol7217b02bl 


Method 


BLASTX 


NCBI GI 


g2253583 


BLAST score 


176 


E value 


1.0e-12 


Match length 


75 


% identity 


51 


NCBI Description 


(U78721) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


_ 

308768 


Seq. ID 


uC-zmflmol7217b06bl 


Method 


BLASTX 


NCBI GI 


g2660669 


BLAST score 


316 


E value 


4.0e-29 


Match length 


110 


% identity 


64 


NCBI Description 


(AC002342) human Mi-2 autoantigen-like protein [Arabidops. 


thaliana] 


Seq. No. 


308769 


Seq. ID 


uC-zmflmol7217c02bl 


Method 


BLASTX 


NCBI GI 


g3004950 


BLAST score 


198 


E value 


1.0e-16 


Match length 


77 


% identity 


69 


NCBI Description 


(AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays] 



43908 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308770 

uC-zmflmol7217gl2bl 

BLASTN 

g3821780 

36 

1.0e-10 

48 

67 , 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308771 

uC-zmflmol7217h08bl 

BLASTX 

g2501491 

313 

8.0e-29 

137 

48 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE 1 (UDP-GLUCOSE FLAVONOID 

3-O-GLUCOSYLTRANSFERASE 1) >gi_542014_pir S41950 

UTP-glucose glucosyltransf erase - cassava 
>gi_45324 6_emb_CAA54 609_ (X77459) UTP-glucose 
glucosyltransferase [Manihot esculenta] 

308772 

uC-zmflmol7219c09bl 

BLASTX 

g3875410 

203 

1.0e-15 

107 

41 

(Z81052) Similarity to Yeast ABC1P protein (SW:ABC1_YEAST) ; 
cDNA EST yk229g8.3 comes from this gene; cDNA EST yk229g8.5 
comes from this gene [Caenorhabditis elegans] 



Seq. No. 


308773 


Seq. ID 


uC-zmflmol7219d06bl 


Method 


BLASTX 


NCBI GI 


g4220480 


BLAST score 


190 


E value 


2.0e-14 


Match length 


98 


% identity 


42 


NCBI Description 


(AC006069) unknown protein 


Seq. No. 


308774 


Seq. ID 


uC-zmflmol7219e08bl 


Method 


BLASTX 


NCBI GI 


g!091678 


BLAST score 


155 


E value 


4.0e-10 


Match length 


84 


% identity 


38 


NCBI Description 


activator-like transposable 


Seq. No. 


308775 



43909 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



uC-zmflmol7219el0bl 

BLASTN 

g22332 

318 

1.0e-179 

457 
93 



NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308776 

uC-zmflmol7219h08bl 

BLASTN 

g257040 

182 

8.0e-98 

469 

49 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
308777 

uC-zmflmol7220a04bl 

BLASTX 

gl20507 

326 

1.0e-30 

96 

71 

FERRITIN 1 PRECURSOR >gi_82687_pir S22498 ferritin 

precursor (clone FM1) - maize (fragment) 
>gi_22276_emb_CAA43663_ (X61391) ferritin [Zea mays] 

308778 

uC-zmflmol7220b03bl 

BLASTN 

g257040 

83 

7.0e-39 

111 

94 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
308779 

uC-zmflmol7220b07bl 

BLASTX 

gl777312 

227 

9.0e-19 

120 

39 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308780 

uC-zmflmol7220d04bl 

BLASTX 

g2852447 

317 



43910 



E value 
Match length 
% identity 
NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-40 

127 

66 

(D88206) protein kinase [Arabidopsis thaliana] 
308781 

uC-zmflmol7220d06bl 

BLASTX 

g3108220 

348 

9.0e-33 

159 

46 

(AF048986) MutS homolog 5 [Homo sapiens] 
308782 

uC-zmflmol7220g03al 

BLASTN 

g2984708 

88 

6.0e-42 

144 

90 

Zea mays DnaJ-related protein ZMDJ1 (mdJl) gene, complete 
cds 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308783 

uC-zmflmol7220h02bl 

BLASTX 

g3894214 

157 

9.0e-ll 

58 

62 

(D83726) elongation factor 1 beta 2 [Oryza sativa] 
>gi_3894216_dbj_BAA34599_ (D83727) elongation factor 1 beta 
2 [Oryza sativa] 

308784 

uC-zmflmol7220h08al 

BLASTN 

g5091496 

122 

4.0e-62 

333 
85 

Oryza sativa genomic 
complete sequence 



DNA, chromosome 6, clone P0680A03, 



Seq. No. 
Seq. ID 
Method , , 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308785 

uC-zmflmol7220hl0bl 

BLASTX 

g4417271 

152 

4.0e-10 

33 

76 



43911 



NCBI Description (AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308786 

uC-zmflmol7221bllbl 

BLASTN 

g4416300 

37 

2.0e-ll 

64 

45 

Zea mays chromosome 4 



22 kDa zein-associated intercluster 



region, complete sequence 
308787 

uC-zmflmol7221c01al 

BLASTX 

g4558673 

406 

1.0e-39 

131 
53 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
308788 

uC-zmflmol7221d02bl 

BLASTN 

g22292 

58 

2.0e-24 

93 
91 

Z.mays mRNA for glycine-rich protein 
308789 

uC-zmflmol7221el0bl 

BLASTX 

g3150415 

276 

2.0e-24 

67 

78 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 

308790 

uC-zmflmol7221f08al 

BLASTX 

g3980397 

235 

4.0e-20 

100 

59 

(AC004561) putative protein phosphatase 2C [Arabidopsis 
thaliana] 



43912 



308791 

uC-zmflmol7221gl2al 
BLASTX 
g731777 
146 

3.0e-09 
66 
45 

HYPOTHETICAL 11.0 KD PROTEIN IN FAA3-MAS3 INTERGENIC REGION 

>gi_626357_pir S48449 hypothetical protein YIL008w - yeast 

(Saccharomyces cerevisiae) >gi_558396_emb_CAA86243_ 
(Z38113) orf, len: 99, CAI=0.21 [Saccharomyces cerevisiae] 

Seq. No. 308792 

Seq. ID uC-zmflmol7221hl2al 

Method * BLASTX 

NCBI GI g3342552 

BLAST score 143 

E value 8.0e-09 

Match length 92 

% identity 45 

NCBI Description (AF076979) putative strictosidine synthase [Arabrdopsis 
thaliana] 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 308794 

Seq. ID uC-zmflmol7222gllbl 

Method BLASTX 

NCBI GI gl23650 

BLAST score 160 

E value 2.0e-17 

Match length 89 

% identity 56 

NCBI Description HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245jpir_S03250 heat 
shock protein 70 (clone pMON97 43) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

Seq. No. 308795 

Seq. ID uC-zmflmol7222h04bl 

Method BLASTX 

NCBI GI g2984709 

BLAST score 261 

E value 1.0e-43 

Match length 100 

% identity 88 

NCBI Description (AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308793 

uC-zmflmol7222f05bl 

BLASTN 

g22332 

387 

0.0e+00 

485 

95 

Z.mays HRGP gene 



43913 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308796 

uC-zmflmol7222h08bl 

BLASTN 

g22268 

45 

2.0e-16 

89 

88 

Maize (strain E41) mRNA for cell wall glycoprotein 
(partial) >gi_168458_gb_M36914_MZECWAC Z.mays cell wall 
protein mRNA, 3' end 

308797 

uC-zmflmol7223a06bl 

BLASTX 

gl498326 

209 

1.0e-16 

68 
66 

(U60496) actin [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



308798 

uC-zmflmo!7223al0bl 

BLASTX 

g!839022 

201 

1.0e-15 

125 

37 

(Y11121) amino acid carrier 



[Ricinus communis] 



308799 

uC-zmflmol7223b05al 

BLASTX 

g4539394 

260 

1.0e-22 

75 

56 

(AL035526) putative protein [Arabidopsis thaliana] 
308800 

uC-zmflmol7223b05bl 

BLASTX 

g2827553 

317 

3.0e-29 

140 

47 

(AL021635) predicted protein [Arabidopsis thaliana] 
308801 

uC-zmflmol7223c02bl 

BLASTX 

g3319876 

368 



43914 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-35 

175 

50 

(AJ007791) Msh3 protein [Arabidopsis thaliana] 
308802 

uC-zmflmol7223c09bl 

BLASTX 

g2443887 

200 

2.0e-15 

169 
36 

(AC002294) Similar to transcription factor 
gb_Z46606_1658307 and others [Arabidopsis thaliana] 

308803 

uC-zmflmol7223cl0bl 

BLASTX 

gl29881 

281 

6.0e-25 
63 
8 6 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) { 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6- PHOSPHOFRUCTOSE-1 -KINASE) 

(PPI-PFK) >gi_4 82294 j?ir A36094 

pyrophosphate — f ructose-6-phosphate 1-phosphotransf erase 
(EC 2.7.1.90) alpha chain - potato (cv. Kennebec) 
>gi_169538 (M55190) pyrophosphate-f ructose 6-phosphate 
1-phosphotransf erase alpha-subunit [Solanum tuberosum] 

308804 

uC- zmf lmo 1 7 2 2 3d0 5b 1 

BLASTX 

gl652057 

461 

6.0e-46 

140 

64 

(D90902) hypothetical protein [Synechocystis sp.] 



Seq. No. 


308805 


Seq. ID 


uC-zmflmol7223d08bl 


Method 


BLASTX 


NCBI GI 


g4033424 


BLAST score 


260 


E value 


2.0e-22 


Match length 


57 


% identity 


91 



NCBI Description 



Seq. No. 
Seq. ID 



SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 

308806 

uC-zmflmol7223e02bl 



43915 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g4099090 

251 

2.0e-21 

132 

47 

(U83178) 



unknown [Arabidopsis thaliana] 



308807 

uC-zmflmol7223e05bl 

BLASTX 

g2911059 

319 

1.0e-29 

104 
68 

(AL021961) putative protein [Arabidopsis thaliana] 
308808 

uC-zmflmol7223f08bl 
BLAST N 

g3688588 . < 
44 

1.0e-15 

84 

88 

Triticum aestivum TaMADSill mRNA for MADS box transcription 
factor, complete cds 

308809 

uC-zmflmol7223g01bl 

BLASTX 

g2443886 

265 

3.0e-23 
105 

57 , 

(AC002294) Unknown protein [Arabidopsis thaliana] 
308810 

uC- zmf Imo 1 7 2 2 3 gO 8bl 

BLASTX 

g2980806 

182 

3.0e-13 

69 

52 

(AL022197) putative protein [Arabidopsis thaliana] 
308811 

uC-zmflmol7223h07bl 

BLASTX 

g4539003 

152 

8.0e-10 

55 

58 



43916 



NCBI Description (AL049481) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



308812 

uC-zmflmo!7224a05al 
BLASTN 



NCBI GI 


gl651897 


BLAST score 


217 


E value 


1.0e-119 


Match length 


293 


% identity 


94 


NCBI Description 


Synechocystis sp. PCC6803 complete genome, 




271600-402289 


Seq. No. 


308813 


Seq. ID 


uC-zmflmol7224a07al 


Method 


BLASTX 


NCBI GI 


gl001461 


BLAST score 


861- 


E value 


7.0e-93 


Match length 


187 


% identity 


5 


NCBI Description 


(D63999) hypothetical protein [Synechocyst, 


Seq. No. 


308814 


Seq. ID 


uC-zmflmol7224b03al 


Method 


BLASTN 


NCBI GI 


gl653228 


BLAST score 


473 


E value 


0.0e+00 


Match length 


481 


% identity 


100 


NCBI Description 


Synechocystis sp. PCC6803 complete genome, 




1719644-1848241 



3/27, 



14/27, 



Seq. No. 


308815 


Seq. ID 


uC-zmflmol7224b04al 


Method 


BLASTX 


NCBI GI 


g!001398 


BLAST score 


611 


E value 


1.0e-63 


Match length 


125 


% identity 


100 


NCBI Description 


(D63999) RNA polymerase sigma 


Seq. No. 


308816 


Seq. ID 


uC-zmflmol7224c08al 


Method 


BLASTX 


NCBI GI 


g!653819 


BLAST score 


361 


E value 


3.0e-34 


Match length 


69 


% identity 


100 


NCBI Description 


(D90916) sensory transduction 




[Synechocystis sp.] 


Seq. No. 


308817 


Seq. ID 


uC-zmflmo!7224c09al 



43917 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl652956 

345 

0.0e+00 

381 

98 

Synechocystis sp. 
1430419-1576592 



PCC6803 complete genome, 12/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308818 

uC-zmflmol7224e06al 

BLASTN 

gl653083 

300 

1.0e-168 

344 

97 

Synechocystis sp. PCC6803 complete genome, 
1576593-1719643 



13/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308819 

uC-zmflmol7224f08al 

BLASTN 

gl001200 

447 

0.0e+00 

483 

98 

Synechocystis sp. PCC6803 complete genome, 
2755703-2868766 



22/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GT 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308820 

uC-zmflmol7224fl0al 

BLASTX 

gl653897 

770 - 

3.0e-82 

154 

99 

(D90917) dihydroxyacid dehydratase [Synechocystis sp.] 
308821 

uC-zmflmol7224fllal 

BLASTX 

gl652217 

654 

9.0e-69 

121 
100 

(D90903) hypothetical protein [Synechocystis sp.] 
308822 

uC-zmflmol7224g03al 

BLASTX 

gl653181 

627 

1.0e-65 



43918 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
98 

(D90911) hydrogenase subunit [Synechocystis sp.] 
>gi_1771717_emb_CAA66209_ (X97 610) hydrogenase subunit 
[Synechocystis sp. ] 

308823 

uC- zmf lmo 1 7 2 2 4 gO 6a 1 

BLASTN 

gl652844 

113 

3.0e-57 

133 

96 

Synechocystis sp. PCC6803 complete genome, 11/27, 
1311235-1430418 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. %. identity 
NCBI Description 



§eq. No. 
eq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



308824 

uC-zmflmol7224gllal 

BLASTX 

gl742348 

166 

2.0e-ll 

87 

45 

(D90783) Tyrosine aminotransferase (EC 2.6.1.5) 
(L-tyrosine:2-oxoglutarate aminotransferase) (TAT) . 
[Escherichia coli] >gi_1742355_dbj_BAA15075_ (D90784) 
Tyrosine aminotransferase (EC 2.6.1.5) 
(L-tyrosine:2-oxoglutarate aminotransferase) (TAT) . 
[Escherichia coli] >gi_1787710 (AE000241) multi modular; 
putative transcriptional regulator; also putative 
ATP-binding component of a transport system [Escherichia 
coli] 

308825 

uC-zmflmol7224h01al 

BLASTN 

gl652225 

159 

3.0e-84 

324 

95 

Synechocystis sp. PCC6803 complete genome, 6/27, 
630555-781448 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308826 

uC-zmflmol7224h09al 

BLASTX 

gl001545 

620 

8.0e-65 

128 

96 

(D64000) oligopeptide transport system permease protein 
[Synechocystis sp.] 



43919 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308827 

uC-zmflmol7225a03al 

BLASTX 

g3122315 

726 

4.0e-77 

152 
99 

PYRUVATE KINASE 2 (PK 2) >giJL652654_dbj_BAA17574_ (D90907) 
pyruvate kinase [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308828 

uC-zmflmo!7225a04al 

BLASTN 

gl653348 

494 

0.0e+00 

498 

100 

Synechocystis sp. PCC6803 complete genome, 15/27, 
1848242-1991549 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308829 

uC-zmflmol7225a05al 

BLASTX 

gl001316 

686 

2.0e-72 

151 

89 

(D64006) nitrate transport 45kD protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308830 

uC-zmflmol7225a07al 

BLASTN 

gl653083 

2«4 

l'.0e-159 

296 

99 

Synechocystis sp. PCC6803 complete genome, 
1576593-1719643 



13/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308831 

uC-zmflmol7225a09al 

BLASTN 

gl001102 

428 

0.0e+00 

436 

100 

Synechocystis sp. PCC6803 complete genome, 20/27, 
2539000-2644794 



Seq. No. 
Seq. ID 
Method 



308832 

uC-zmflmo!7225al2al 
BLASTN 



43920 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl651650 
400 

0.0e+00 

414 

100 

Synechocystis sp. 



PCC6803 complete genome, 1/27, 1-133859 



308833 

uC-zmflmol7225b01al 

BLASTX 

g2496794 

394 

1.0e-38 

78 

100 

HYPOTHETICAL 36.7 KD PROTEIN SLL0501 

>gi_1001347_dbj_BAA10834_ (D64006) hypothetical protein 
[Synechocystis sp.] 

308834 

uC-zmflmol7225b04al 

BLASTN 

gl653083 

454 

0.0e+00 

531 

96 

Synechocystis sp. PCC6803 complete genome, 13/27, 
1576593-1719643 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308835 

uC-zmflmo!7225b06al 

BLASTX 

gl652789 

575 

2.0e-59 

134 

87 

(D90908) hypothetical protein [Synechocystis sp.] 
308836 

uC-zmflmol7225bl0al 

BLASTX 

gl653351 

717 

5.0e-76 

163 

93 

(D90913) HlyB family [Synechocystis sp.] 
308837 

uC-zmflmol7225bl2al 

BLASTN 

gl653348 

487 

0.0e+00 
526 
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% identity 98 

NCBI Description Synechocystis sp. PCC6803 complete genome, 15/27, 
1848242-1991549 

Seq. No. 308838 

Seq. ID uC-zmflmol7225c04al 

Method BLASTN 

NCBI GI gl001396 

BLAST score 441 

E value 0.0e+00 

Match length 457 

% identity 99 

NCBI Description Synechocystis sp. PCC6803 complete genome, 18/27, 
2267260-2392728 

Seq. No. 308839 

Seq. ID uC-zmflmol7225c05al 

Method BLASTN 

NCBI GI gl001779 

BLAST score 111 

E value 4 . Oe-56 

Match length 119 

% identity 98 

NCBI Description Synechocystis sp. PCC6803 complete genome, 24/27, 
3002966-3138603 

Seq. No. 308840 

Seq. ID uC-zmflmol7225c07al 

Method BLASTN 

NCBI GI gl652618 

BLAST score 4 66 

E value 0.0e+00 

Match length 487 

% identity 99 

NCBI Description Synechocystis sp. PCC6803 complete genome, 9/27, 
1056467-1188885 

Seq. No. 308841 

Seq. ID uC-zmflmol7225c08al 

Method BLASTX 

NCBI GI gl653487 

BLAST score 431 

E value 1.0e-42 

Match length 113 

% identity 81 

NCBI Description (D90914) zeta-carotene desaturase precursor [Synechocyst 
sp.] 

Seq. No. 308842 

Seq. ID uC-zmflmo!7225c09al 

Method BLASTX 

NCBI GI gl651674 

BLAST score 663 

E value 1.0e-69 

Match length 139 

% identity . 91 

NCBI Description (D90899) f errichrome-iron receptor [Synechocystis sp.] 



43922 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308843 

uC-zmflmol7225cllal 

BLASTN 

gl652225 

395 

0.0e+00 

395 

100 

Synechocystis sp. PCC6803 complete genome, 6/27, 
630555-781448 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308844 

uC-zmflmol7225d01al 

BLASTN 

gl001779 

164 

3.0e-87 

204 

95 

Synechocystis sp. PCC6803 complete genome, 
3002966-3138603 



24/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308845 

uC-zmflmol7225d03al 

BLASTN 

gl652844 

435 

0.0e+00 

446 

100 

Synechocystis sp. PCC6803 complete genome, 
1311235-1430418 



11/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308846 

uC-zmflmol7225d07al 

BLASTN 

gl001779 

554 

0.0e+00 

561 

100 

Synechocystis sp. PCC6803 
3002966-3138603 



complete genome, 24/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308847 

uC-zmflmol7225d08al 

BLASTX 

g2833462 

965 

1.0e-105 

196 

100 

REPLICATIVE DNA HELICASE >gi_100127 l_db j_BAA10516_ (D64003) 
replicative DNA helicase [Synechocystis sp.] 



Seq. No. 



308848 



43923 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7225dl0al 

BLASTN 

gl651650 

431 

0.0e+00 

475 

98 

Synechocystis sp. PCC6803 complete genome, 1/27, 1-133859 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308849 

uC-zmflmol7225dl2al 

BLASTX 

gl256595 

901 

1.0e-97 

172 

99 

(U38915) LytB [Synechocystis PCC6803] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308850 

uC-zmflmol7225e01al 

BLASTX 

g!653704 

789 

2.0e-84 

167 
98 

(D90915) cation-transporting P-type ATPase [Synechocystis 
sp, ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308851 

uC-zmflmol7225e03al 

BLASTX 

gl673324 

695 

1.0e-73 

139 

98 

(D64 003) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308852 

uC-zmflmol7225e04al 

BLASTX 

gl001464 

277 

2.0e-24 

54 

100 

(D63999) succinate-semialdehyde dehydrogenase 
[Synechocystis sp.] 



(NADP+) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308853 

uC-zmflmol7225e05al 

BLASTN 

gl653836 

499 

0.0e+00 



43924 



Match length 

% identity 

NCBI Description 



511 

82-- 

Synechocystis sp. 
3418852-3573470 



PCC6803 complete genome, 27/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308854 

uC-zmflmol7225el0al 

BLASTX 

gl653010 

897 

4.0e-97 

178 

100 

(D90910) sensory transduction histidine kinase 
[ Synechocystis sp . ] 

308855 

uC-zmflmol7225ellal 

BLASTN 

g!001396 

433 

0.0e+00 

456 

99 

Synechocystis sp. PCC6803 complete genome, 18/27, 
2267260-2392728 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308856 

uC-zmflmol7225el2al 

BLASTX 

gl652472 

774 

5.0e-83 
165 
99 

(D9090.5) 
spj - 



ethylene respqnse sensor protein [Synechocystis 



308857 

uC-zmflmol7225f03al 

BLASTX 

g2500722 

954 

1.0e-104 

187 

99 

PRE PROTEIN TRANSLOCASE SECA SUBUNIT 

>gi_1001616_dbj_BAA10347_ (D64002) preprotein translocase 
SecA subunit [Synechocystis sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308858 

uC-zmflmol7225f06al 

BLASTN 

gl652492 

389 

0.0e+00 
469 



43925 



% identity 

NCBI Description 



96 

Synechocystis sp. 
920916-1056466 



PCC6803 complete genome, 8/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308859 

uC-zmflmol7225f09al 

BLASTN 

gl652956 

490 

0.0e+00 

538 

98 

Synechocystis sp. PCC6803 complete genome, 
1430419-1576592 



12/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308860 

uC-zmflmol7225fl0al 

BLASTX 

gl652100 

464 

2.0e-4 6 

139 

73 

(D90902) PatA protein [Synechocystis sp.] 
308861 

uC-zmflmol7225fl2al 

BLASTN 

gl652956 

540 

0.0e+00 

552 

100 

Synechocystis sp. PCC6803 complete genome, 
1430419-1576592 



12/27, 



Seq; No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308862 

uC-zmflmol7225g01al 

BLASTN 

gl653348 

349 

0.0e+00 

349 

100 

Synechocystis sp. PCC6803 complete genome, 
1848242-1991549 



15/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308863 

uC-zmflmol7225g02al 

BLASTX 

gl653102 

650 

2.0e-68 

132 

98 

(D90911) beta-ketoacyl-acyl carrier protein synthase III 
[Synechocystis sp.] 



43926 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308864 

uC-zmflmol7225g05al 

BLASTX 

g2492597 

743 

4.0e-79 

146 

99 

HYPOTHETICAL ABC TRANSPORTER ATP-BINDING PROTEIN SLL0182 
>gi_1001688_dbj_BAA10424_ (D64002) ABC transporter 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308865 

uC-zmflmol7225g09al 

BLASTX 

g!001159 

787 

3.0e-84 
152 
100 

(D64001) 
sp.] 



methionyl-tRNA formyltransf erase [Synechocystis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308866 

uC-zmflmol7225h01al 

BLASTN 

gl652956 

387 

0.0e+00 

391 

100 

Synechocystis sp. PCC6803 complete genome, 
1430419-1576592 



12/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308867 

u€-zmflmol7225h04al 

BLASTX 

gl652320 

380 

2.0e-36 

75 

100 

(D90904) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308868 

uC-zmflmol7225h05al 

BLASTN 

g!652027 

122 

1.0e-62 

140 

98 

Synechocystis sp. PCC6803 complete genome, 
402290-524345 



4/27, 



Seq. No. 



308869 



43927 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



uC-zmflmol7225h06al 

BLASTX 

g3024199 

883 

2.0e-95 

179 

98 

DNA MISMATCH REPAIR PROTEIN MUTS >gi_1652903_dbj_BAA17821_ 
(D90909) DNA mismatch repair protein [Synechocystis sp.] 

308870 

uC-zmflmol7225h08al 

BLASTX 

gl006579 

752 

2.0e-84 

174 

97 

(D64005) hypothetical protein [Synechocystis sp.] 
308871 

uC-zmflmol7225hl0al 

BLASTX 

gl001512 

300 

1.0e-30 

72 

95 

(D64000) methylenetetrahydrofolate dehydrogenase 
[Synechocystis sp.] 

308872 

uC-zmflmol7225hllal 

BLASTN 

gl651650 

432 

0.0e+00 

460 

99 

Synechocystis sp. PCC6803 complete genome, 1/27, 1-133859 
308873 

uC-zmflmol7225hl2al 

BLASTX 

g79703 

750 

6.0e-80 

134 

99 

hypothetical 32K protein (frxC 5 1 region) - Synechocystis 
sp. (PCC 6803) >gi_217091_dbj_BAA01273_ (D10474) ORF278 
[Synechocystis sp.] 

308874 

uC-zmflmol7226a01al 

BLASTX 

gl001573 



43928 



BLAST score 429 

E value 1.0e-42 

Match length 93 

% identity 91 

NCBI Description (D64000) fumarase [Synechocystis sp.] 

Seq. No. 308875 

Seq. ID uC-zmflmol7226a02al 

Method BLASTN 

NCBI GI gl651768 

BLAST score 103 

E value 3.0e-51 

Match length 147 

% identity 93 

NCBI Description Synechocystis sp. PCC6803 complete genome, 2/27, 
133860-271599 



Seq. No. 308876 

Seq. ID uC-zmflmol7226a04al 

Method BLASTX 

NCBI GI gl652769 

BLAST score 855 

E value 3.0e-92 

Match length 172 

% identity 99 . 

NCBI Description (D90908) hypothetical protein [Synechocystis sp.] 

Seq. No. 308877 

Seq. ID uC-zmflmol7226a05al 

Method BLASTX 

NCBI GI gl001571 

BLAST score 383 

E value 7.0e-37 

Match length 77 

% identity 96 

NCBI Description (D64000) hypothetical protein [Synechocystis sp.J 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308878 

uC-zmflmol7226a06al 

BLASTN 

gl653715 

135 

3.0e-70 

143 

99 

Synechocystis sp. PCC6803 complete genome, 26/27, 
3270710-3418851 



Seq. No. 308879 

Seq. ID uC-zmflmol7226a08al 

Method * BLASTX 

NCBI GI gl652593 

BLAST score 459 

E value 9.0e-4 6 

Match length 110 

% identity 85 

NCBI Description (D90906) hypothetical protein [Synechocystis sp.j 



43929 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308880 

uC-zmflmol7226a09al 

BLASTX 

g!653650 

284 

1.0e-25 

79 

77 

(D90915) cation efflux system protein CzcA [Synechocystis 
sp.] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308881 

uC-zmflmol7226allal 

BLASTX 

gl001774 

365 

1.0e-34 

76 

97 

(D64004) ABC transporter [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BL&ST score 

E "value 

Match length 

% identity 

NCBI Description 



308882 

uC-zmflmol7226b01al 

BLASTX 

gl673323 

360 

3.0e-34 

71 

97 

(D64003) hypothetical protein [Synechocystis sp.] 
308883 

uC-zmflmol7226b04al 

BLASTX 

gl652663 

628 

1.0e-65 

115 

100 

(D90907) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308884 

uC-zmflmol7226bllal 

BLASTN 

g!653228 

485 

0.0e+00 

485 

100 

Synechocystis sp. PCC6803 
1719644-1848241 



complete genome, 14/27, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



308885 

uC-zmflmol7226bl2al 

BLASTN 

gl653836 



43930 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398 

0.0e+00 

446 

98 

Synechocystis sp. PCC6803 complete genome, 27/27, 
3418852-3573470 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308886 

uC-zmflmol7226c01al 

BLASTN 

gl653477 

428 

0.0e+00 

442 

100 

Synechocystis sp. PCC6803 complete genome, 
1991550-2137258 



16/27, 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308887 

uC-zmflmol7226c03al 

BLASTX 

g2500315 

323 

7.0e-32 

75 

97 

SOS RIBOSOMAL PROTEIN L27 >gi_1653447_dbj_BAA18361_ 
(D90913) SOS ribosomal protein L27 [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

•%' identity 

NCBI Description 



308888 

uC-zmflmol7226c06al 

BLASTX 

gl653900 

426 

6.0e-42 

82 

99 

(D90917) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308889 

uC-zmflmol7226c!0al 

BLASTN 

gl001779 

309 

1.0e-173 

333 
98 

Synechocystis sp. PCC6803 complete genome, 24/27, 
3002966-3138603 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308890 

uC- zmf lmo 17226d01al 

BLASTN 

gl652360 

404 

0.0e+00 
411 



43931 



% identity 

NCBI Description 



100 

Synechocystis sp. 
781449-920915 



PCC6803 complete genome, 7/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308891 

uC-zmflmol7226d04al 

BLASTX 

g2494656 

743 

3.0e-79 

142 

99 

GLUCOSE-6-PHOSPHATE 1- DEHYDROGENASE (G6PD) 
>gi_1652530_dbj_BAA17451_ (D90906) glucose 6-phosphate 
dehydrogenase [Synechocystis sp.] 



308892 

uC-zmflmol7226d08al 

BLASTX 

g2501033 

862 

4.0e-93 

155 

100 

METHIONYL-TRNA SYNTHETASE 
>gi_1001640_dbj_BAA10371 



(METHIONINE — TRNA LIGASE) (METRS] 
(D64002) irtethionyl-tRNA 



synthetase [Synechocystis sp.] 
308893 

uC-zmflmol7226d09al 
BLASTX 
gl652120 
743 

4.0e-79 
147 
100 

(D90902) sensory transduction histidine kinase 
[Synechocystis sp.] 

308894 

uC-zmflmol7226dllal 
BLASTX 
g2494254 
229 

1.0e-19 
67 
75 

ELONGATION FACTOR G _ 
(D90913) elongation factor EF-G [Synechocystis sp.] 

308895 

uC-zmflmol7226e01al 
BLASTN 
gl652225 
317 

1.0e-178 
337 



2 (EF-G 2) >gi_1653408_dbj_BAA18322_ 



43932 



% identity 

NCBI Description 



99 

Synechocystis sp. 
630555-781448 



PCC6803 complete genome, 6/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308896 

uC-zmflmol7226e02al 

BLASTX 

g2500959 

604 

9.0e-63 

176 

74 

ALANYL-TRNA SYNTHETASE (ALANINE — TRNA LIGASE) (ALARS) 
>gi_1653611_dbj_BAA18523_ (D90915) alanyl-tRNA synthetase 
[Synechocystis sp.] 

308897 

uC-zmflmol7226e03al 

BLASTX 

gl006612 

357 

6.0e-34 

71 

100 

(D64005) phospho-N-acetylmuramoyl-pentapeptide-transferas e 
[Synechocystis sp.] 

308898 

uC - zmf Imo 1 7 2 2 6 e 0 7 a 1 

BLASTX 

gl653486 

794 

5.0e-85 

163 

99 

(D90914) protease [Synechocystis sp.] 
308899 

uC-zmflmol7226e09al 

BLASTN 

g!653477 

457 

O.Oe-f-OO 

465 

100 

Synechocystis sp. PCC6803 complete genome, 16/27, 
1991550-2137258 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308900 

uC-zmflmol7226el0al 

BLASTN 

gl001102 

516 

0.0e+00 

520 

100 

Synechocystis sp. PCC6803 complete genome, 20/27, 



43933 



2539000-2644794 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308901 

uC-zmflmol7226ellal 

BLASTX 

g2494801 

596 

7.0e-62 

110 

100 

HYPOTHETICAL 36.0 KD PROTEIN SLR207 9 

>gi_1653050_dbj_BAA17967_ (D90910) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308902 

uC-zmflmol7226el2al 

BLASTN 

gl653836 

136 

9.0e-71 

192 
93 

Synechocystis sp. PCC6803 complete genome, 
3418852-3573470 



27/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308903 

uC-zmflmo!7226f01al 

BLASTX 

gl652513 

481 

2.0e-48 

152 

78 

(D90906) NADH dehydrogenase subunit 4 



[ Synechocystis sp . ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308904 

uC-zmflmol7226f02al 

BLASTX 

gl652110 

385 

4.0e-37 

71 

100 

(D90902) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308905 

uC-zmflmol7226f03al 

BLASTX 

gl652476 

604 

5.0e-63 

118 

99 

(D90905) carbonic 3-dehydroquinase 



[Synechocystis sp.] 



Seq. No. 
Seq. ID 



308906 

uC-zmflmol7226f05al 



43934 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl001612 

335 

0.0e+00 

335 

100 

Synechocystis sp. 
2644795-2755702 



PCC6803 complete genome, 21/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



308907 

uC-zmflmol7226f Hal 

BLASTN 

gl652492 

259 

1.0e-144 

349 
94 

Synechocystis sp. PCC6803 complete genome, 
920916-1056466 



8/27, 



308908 

uC - zmf lmo 17226g02al 

BLASTN 

gl652027 

128 

6.0e-66 

212 
90 

Synechocystis sp. PCC6803 complete genome, 4/27, 
402290-524345 

308909 

uC-zmflmol7226g03al 

BLASTX 

g2500985 

293 

2.0e-26 

60 

100 

PHENYLALANYL-TRNA SYNTHETASE ALPHA CHAIN 
( PHENYLALANINE — TRNA LIGASE ALPHA CHAIN) (PHERS) 
>gi_1001185_dbj_BAA10328_ (D64001) phenylalanyl-tRNA 
synthetase alpha chain [Synechocystis -sp. ] 

308910 

uC- zmf lmo 17226g05al 

BLASTX 

gl653665 

162 

1..0e-23 

61 

98 

(D90915) peptide chain release factor [Synechocystis sp.] 
308911 

uC-zmflmol7226g06al 
BLASTX 



43935 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl001311 
346 

1.0e-32 

82 
83 

(D64006) hypothetical protein [Synechocystis sp.] 
308912 

uC-zmflmol7226g08al 

BLASTX 

gl263194 

181 

4.0e-13 

85 

46 

(U33094) KpnBI R-M system [Klebsiella pneumoniae] 
>gi_1586515_prf 2204227A hsdR gene [Klebsiella pneumoniae] 

308913 

uC-zmflmol7226h02al 

BLASTX 

gl652590 

387 

6.0e-38 

76 

99 

(D90906) phosphoribosyl aminoidazole succinocarboxamide 
synthetase [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308914 

uC-zmflmol7226h04al 

BLASTX 

gl653010 

226 

2.0e-18 

44 

100 

(D90910) sensory transduction histidine kinase 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308915 

uC-zmflmo!7226h05al 

BLASTN 

gl653477 

356 

0.0e+00 

375 

99 

Synechocystis sp. PCC6803 complete genome, 
1991550-2137258 



16/27, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308916 

uC- zmf lmo 17226h09al 

BLASTN 

gl651650 

169 

2.0e-90 



43936 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169 
100 

Synechocystis sp. PCC6803 complete genome, 1/21, 1-133859 
308917 

uC-zmflmol7226hl2al 

BLASTX 

g3024785 

334 

1.0e-31 

78 

83 

EXCINUCLEASE ABC SUBUNIT C >gi_1652700_dbj_BAA17620_ 
(D90907) excinuclease ABC subunit C [Synechocystis sp.] 

308918 

uC-zmflmol7227a04bl 

BLASTN 

gl001200 

84 

5.0e-40 

96 

97 

Synechocystis sp. PCC6803 complete genome, 22/27, 
2755703-2868766 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308919 

uC-zmflmol7227a05al 

BLASTN 

gl652127 

189 

1.0e-102 

221 

97 

Synechocystis sp. PCC6803 complete genome, 5/27, 
524346-630554 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308920 

uC-zmflmol7227a05bl 

BLASTN 

gl652127 

229 

1.0e-126 

389 

90 

Synechocystis sp. PCC6803 complete genome, 
524346-630554 



5/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308921 

uC-zmflmol7227a06bl 

BLASTN 

gl653477 

122 

5.0e-62 

344 

88 

Synechocystis sp. PCC6803 complete genome, 



16/27, 



43937 



1991550-2137258 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308922 

uOzmflmol7227al2al 

BLASTN 

gl001291 

181 

2.0e-97 

225 

96 

Synechocystis sp. PCC6803 complete genome, 25/27, 
3138604-3270709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308923 

uC-zmflmol7227al2bl 

BLASTN 

gl652492 

80 

4.0e-37 

96 

96 

Synechocystis sp. PCC6803 complete genome, 
920916-1056466 



8/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308924 

uC-zmflmo!7227b04bl 

BLASTN 

gl651768 

99 

9.0e-49 

139 

93 

Synechocystis sp. PCC6803 complete genome, 2/27, 
133860-271599 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308925 

uC-zmflmol7227b05al 

BLASTN 

gl652492 

271 

1.0e-151 

327 

96 

Synechocystis sp. PCC6803 complete genome, 8/27, 
920916-1056466 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308926 

uC-zmflmol7227b05bl 

BLASTN 

gl652492 

149 

2.0e-78 

229 
91 

Synechocystis sp. PCC6803 complete genome, 
920916-1056466 



8/27, 



43938 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308927 

uC-zmflmol7227b07bl 

BLASTX 

gl652813 

358 

6.0e-34 

96 

79 

(D90908) nitrate/nitrite response regulator protein 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



308928 

uC-zmflmol7227bllal 

BLASTX 

gl652834 

686 

2.0e-72 

134 

100 

(D90908) hypothetical protein [Synechocystis sp.] 



308929 

uC-zmflmol7227bllbl 

BLASTN 

gl256581 

448 

0.0e+00 

484 

98 

Synechocystis sp 
ferredoxin (fed) 



lipid A disaccharide synthase (IpxB) , 
transposase, and MgtC genes, complete cds 



308930 

uC-zmflmol7227bl2al 

BLASTX 

gl652066 

446 

2.0e-44 

90 

100 

(D90902) Na/H antiporter [Synechocystis sp.] 
308931 

uC-zmflmol7227bl2bl 

BLASTX 

gl652066 

659 

2.0e-69 

130 

99 

(D90902) Na/H antiporter [Synechocystis sp.] 
308932 

uC-zmflmol7227c02al 

BLASTN 

gl001612 

468 



43939 



E value 


0.0e+00 


Match length 


A dQ 
H 00 


% identity 


1UU 


NCBI Description 


Synechocystis sp. PCCoouo < 




£0%** / Z / DO / Ui 


Seq. No. 


oUo9oo 


beq. lu 


uu-zmrimoi / zz / cu^Dl 




£5J_iiio i A 


NCBI GI 


gl001636 


BLAST score 


785 


E value 


o . Ue-o4 


Match length 


161 


s identity 




wudi Description 


(L)o4UUz) nypotneticai prot< 


Seq. No. 


oUo 9o4 


oeq. lu 


uu-zmiimoi tzz /cuoai 


jyieunoa. 




NUdI bl 


rrl CL CI O Q /I /I 

gi DO^:o44 


BLAST score 


454 


£ value 


0.0e+00 


Match length 


466 


% identity 


ft ft 

99 


NCBI Description 


Synechocystis sp. PCC6803 \ 




"1 O 1 1 ft O E 1 jI OA ^ 1 O 

lol 12 OO-1430418 


Seq. No. 


308935 


beq. ID 


uC- zmf lmol 7 2 2 7 cO 6al 


Ajff ^ T-\ ^-v y-J 


T3T 71 G "TNT 


NUJ31 bl 


g!6o24 92 


DLi/ioi score 




E value 


1.0e-123 


Match length 


252 


% identity 


97 


NCBI Description 


Synechocystis sp. PCC6803 < 




920916-105646T6 _ - 



[Synechocystis sp.] 



complete genome, 11/27, 



complete genome, 8/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



308936 

uC-zmflmol7227c06bl 

BLASTX 

gl652542 

390 

9.0e-38 

76 
97 

(D90906) CbiD protein [Synechocystis sp.] 
308937 

uC-zmflmol7227c07bl 

BLASTN 

gl001701 

114 

8.0e-58 

118 

99 

Synechocystis sp. PCC6803 complete genome, 23/27, 



43940 



2868767-3002965 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308938 

uC-zmflmol7227c08bl 

BLASTN 

gl001779 

210 

1.0e-115 

214 
100 

Synechocystis sp. PCC6803 complete genome, 24/27 , 
3002966-3138603 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308939 

uC-zmflmol7227cl0al 

BLASTX 

gl651974 

699 

6.0e-74 

159 

89 

(D90901) ABC transporter 



[Synechocystis sp.] 



308940 

uC-zmflmol7227cl0bl 

BLASTN 

gl651897 

406 

0.0e+00 

486 

96 

Synechocystis sp. PCC6803 complete genome, 
271600-402289 



3/27, 



Seq. No. 
Seq. ID 
•Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



308941 

uC-zmflmol7227d01bl 

BLASTN 

gl001291 

166 

1.0e-88 

174 

99 

Synechocystis sp. PCC6803 complete genome, 
3138604-3270709 



25/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308942 

uC-zmflmol7227e05bl 

BLASTN 

gl653604 

280 

1.0e-156 

308 
98 

Synechocystis sp. PCC6803 complete genome, 
2137259-2267259 



17/27, 



Seq. No. 



308943 



43941 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7227e08al 

BLASTN 

gl653477 

450 

0.0e+00 

454 

100 

Synechocystis sp. PCC6803 complete genome, 16/27, 
1991550-2137258 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value _ 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308944 

uC-zmflmol7227e08bl 

BLASTN 

gl651650 

436 

0.0e+00 

455 

99 

Synechocystis sp. PCC6803 complete genome, 1/27, 1-133859 
308945 

uC-zmflmol7227e09al 

BLASTX 

gl652131 

689 

7.0e-73 

133 

99 

(D90903) glutamate-ammonia ligase [Synechocystis sp.] 
308946 

uC-zmflmol7227e09bl 

BLASTX 

gl652132 

280 

7.0e-35 

84 

92 

(D90903) sensory transduction histidine kinase 
[Synechocystis sp.] 

30894T 

uC-zmflmol7227ellbl 

BLASTX 

g548743 

268 

2.0e-23 

55 

98 

SOS RIBOSOMAL PROTEIN Lll >gi_1075628_pir C4 9316 ribosomal 

protein Lll - Synechocystis sp >gi_452792_emb_CAA514 91_ 
(X73005) ribosomal protein Lll [Synechocystis PCC6803] 
>gi_1652498_dbj_BAA17419_ (D90906) SOS ribosomal protein 
Lll [Synechocystis sp.] 



Seq, No. 
Seq.. ID 



308948 

uC-zmflmol7227f02al 



43942 



Method BLASTX 
NCBI GI g3024897 
BLAST score 638 
E value 7.0e-67 
Match length 141 
% identity 90 

NCBI Description HYPOTHETICAL 51.0 KD PROTEIN SLL0154 

>gi_1001453_dbj_BAA10078_ (D63999) 35.6 kD protein 
[Synechocystis sp.] 

308949 

uC-zmflmol7227f02bl 
BLASTX 
gl652449 
451 

3.0e-45 
99 
92 

(D90905) chromosome segregation protein SMC1 [Synechocystxs 
sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 308951 

Seq. ID uC-zmflmol7227f07bl 

Method BLASTN 

NCBI GI gl653083 

BLAST score 4 60 

E value 0.0e+00 

Match length 464 

% identity 100 

NCBI Description Synechocystis sp. PCC6803 complete genome, 13/27, 
1576593-1719643 

Seq. No. 308952 

Seq. ID uC-zmflmol7227f08bl 

Method BLASTX 

NCBI GI g3183105 

BLAST score 380 

E value 5.0e-37 

Match length 78 

% identity 97 

NCBI Description ORNITHINE CARBAMOYLTRANSFERASE , ANABOLIC (OTCASE) 
>gi_1001360_dbj_BAA10847_ (D64006) ornithine 
carbamoyl transferase chain f [Synechocystis sp.] 

Seq. No. 308953 

Seq. ID uC-zmflmol7227f09bl 

Method ~ BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308950 

uC-zmflmo!7227f05bl 

BLASTX 

gl653567 

841 

2.0e-90 

172 

97 

(D90914) asparaginase [Synechocystis sp.] 



43943 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl651846 
286 

8 .Oe-26 

93 

33 

(D90900) carbon dioxide concentrating mechanism protein 
CcmM [Synechocystis sp.] 



Seq. No. 


308954 


Seq. ID 


uC-zmflmol7227g03al 


Method 


BLASTN 


NCBI GI 


gl652844 


BLAST score 


235 


E value 


1.0e-129 


Match length 


259 


% identity 


98 


NCBI Description 


Synechocystis sp. PCC6803 




1311235-1430418 


Seq. No. 


308955 


Seq. ID 


uC-zmflmol7227g05bl 


Method 


BLASTX 


NCBI GI 


gl651671 


BLAST score 


688 


E value 


1.0e-72 




1 4 S 


% identity 


94 


NCBI Description 


( D908 99 ) f errichrome-iron 


Seq. No. 


308956 


Seq. ID 


uC-zmflmol7227g08al 


Method 


BLASTN 


NCBI GI 


gl652618 


BLAST score 


407 


E value 


0.0e+00 


Match length 


439 




Zf o 


NCBI Description 


Synechocystis sp. PCC6803 




1056467-1188885 


Seq. No. 


308957 


Seq. ID 


uC-zmflmol7227g08bl 


Method 


BLASTN 


NCBI GI 


gl652618 


BLAST score 


257 


E value 


1.0e-142 


Match length 


309 


% identity 


96 


NCBI Description 


Synechocystis sp. PCC6803 




1056467-1188885 


Seq. No. 


308958 


Seq. ID ' ' 


uC-zmflmo!7227h01bl 


Method 


BLASTN 


NCBI GI 


gl652127 


BLAST score 


40 


E value 


2.0e-13 



11/27, 



9/27, 



9/27, 



43944 



Match length 

% identity 

NCB1 Description 



Synechocystis sp. PCC6803 complete genome, bill, 
524346-630554 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308959 

uC-zmflmol7227h02al 

BLASTN 

gl651768 

279 

1.0e-156 

287 
99 

Synechocystis sp. PCC6803 complete genome, 
133860-271599 



2/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308960 

uC-zmflmol7227h02bl 

BLASTN 

gl651768 

121 

1.0e-61 

229 
88 

Synechocystis sp. PCC6803 complete genome, 
133860-271599 



2/27, 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308961 

uC-zmflmol7227h03bl 

BLASTX 

gl652433 

278 

3. Oe-25 

69 

81 

(D90905) SrrA [Synechocystis sp.] 
308962 

uC-zmflmo!7227h08bl 

BLASTN 

gl001102 

295 

1.0e-165 

331 
97 

Synechocystis sp. PCC6803 complete genome, 
2539000-2644794 



20/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308963 

uC-zmflmol7227h09bl 

BLASTN 

gl652127 

212 

1.0e-116 

264 

95 

Synechocystis sp. PCC6803 complete genome, 



5/27, 



43945 



524346-630554 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308964 

uC-zmflmol7227hl0bl 

BLASTN 

gl001102 

274 

1.0e-153 

300 

98 

Synechocystis sp. PCC6803 complete genome, 20/27, 
2539000-2644794 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308965 

uC-zmflmol7228a02al 

BLASTN 

gl652844 

363 

0.0e+00 

415 

97 

Synechocystis sp. PCC6803 complete genome, 11/27, 
1311235-1430418 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308966 

uC-zmflmol7228a03al 

BLASTN 

gl653836 

398 

0.0e+00 

435 

97 

Synechocystis sp. PCC6803 complete genome, 27/27, 
3418852-3573470 



Seq. No. 

Seq. IDy 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308967 

uC-zmflmol7228a06al 

BLASTN 

gl001291 

101 

5.0e-50 

141 

94 

Synechocystis sp. PCC6803 complete genome, 25/27, 
3138604-3270709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308968 

uC-zmflmol7228a09al 

BLASTX 

g2500305 

494 

7.0e-50 

101 

99 

SOS RIBOSOMAL PROTEIN L23 >gi_1652 4 25_db j_BAA17347_ 
(D90905) SOS ribosomal protein L23 [Synechocystis sp. 



43946 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308969 

uC-zmflmol7228al0al 

BLASTN 

g!653604 

148 

5.0e-78 

156 

99 

Synechocystis sp. PCC6803 complete genome, 
2137259-2267259 



17/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308970 

uC-zmflmol7228allal 

BLASTX 

g2492512 

646 

7.0e-68 

137 

96 

CELL DIVISION PROTEIN FTSH HOMOLOG 
>gi_1652556_dbj_BAA17477_ (D90906) 
FtsH [Synechocystis sp.] 



308971 

uC-zmflmol7228al2al 

BLASTX 

gl653852 

252 

5.0e-22 

50 

100 

(D90917) hypothetical protein 



cell division protein 



[Synechocystis sp.] 



308972 

uC-zmflmol7228b03al 

BLASTN 

gl651650 

421 

0.0e+00 

446 

98 

Synechocystis sp. PCC6803 complete genome, 
308973 

uC-zmflmol7228b06al 

BLASTN 

gl652225 

359 

0.0e+00 

363 

100 

Synechocystis sp. PCC6803 complete genome, 
630555-781448 



1/27, 1-133859 



6/27, 



Seq. No. 
Seq. ID 
Method 



308974 

uC-zmflmol7228b09al 
BLASTX 



43947 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl652133 
588 

5.0e-61 

116 

100 

(D90903) regulatory components of sensory transduction 
system [Synechocystis sp.] 

308975 

uC-zmflmo!7228bl0al 

BLASTN 

gl652127 

466 

0.0e+00 

470 

100 

Synechocystis sp. PCC6803 complete genome, 5/27, 
524346-630554 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308976 

uC-zmflmol7228bllal, 

BLASTX 

gl084176 

265 

9.0e-24 

54 

93 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2,1.13) - Synechocystis sp 
>gi_785046_emb_CAA60135_ (X86376) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Synechocystis sp.] 
>gi_1653722_dbj_BAA18633_ (D90916) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Synechocystis sp.] 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308977 

uC-zmflmol7228bl2al 

BLASTN 

gl001102 

115 

2.0e-58 

119 

99 

Synechocystis sp. PCC6803 complete genome, 
2539000-2644794 



20/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308978 

uC-zmflmol7228c03al 

BLASTX 

gl006595 

870 

5.0e-94 

172 

100 

(D64005) DNA polymerase I 



[Synechocystis sp.] 



43948 






Seq. No. 






O T T> 

beq. ijj 


uu-zmiimoi /zzociuai 






DliilO 1 IN 




NCBI GI 


gl653477 




BLAST score 


181 




E value 


2.0e-97 




Match length 


zy4 




% identity 


yz 




NCBI Description 


Synechocystis sp. PCCooUJ complete genome, lo/z/, 
lyylooU-zlo /zbo 




Seq. No. 


308980 




Seq. ID 


uC-zmrlmol /zzocllal 




Method 


pit n p m \t 

BLASTX 




NCBI GI 


gl652438 




BLAST score 


601 




E value 


1 . Oe-62 




Match length 


1 i a 

110 




% identity 


100 




NCBI Description 


(D90905) hypothetical protein [Synechocystis sp.] 


CO 


Seq. No. 


308981 




Seq. ID 


uC-zmf Imol7228d02al 




Method 


BLASTX 




NCBI GI 


gl001322 




BLAST score 


525 


01 


E value 


1 . 0e-53 




Match length 


137 


•5 


% identity 


78 




NUJbi Description 


(D 6400 6) NADH dehydrogenase subunit 5 [ Syne cho cyst: 




Seq. No. 


308982 


o 


Seq. ID 


uC-zmrlmol /zzodUoal 




Method 


BLASTN 




NCBI GI 


gl001396 




BLAST score 


444 




E value 


0.0e+00 




Match length 


444 




% identity 


1 A A 

100 




NCBI Description 


Synechocystis sp. PCC6803 complete genome, 18/27, 
zzo /zoU-zoyz /zb 




Seq. No. 


308983 




Seq. ID 


uC-zmf Imol7228d04al 




Method 


rjT 7V O 171X7 

BLASTN 




NCBI GI 


gl652956 




BLAST score 


243 




E value 


1.0e-134 




Match length 


243 




% identity 


100 




NCBI Description 


Synechocystis sp. PCC6803 complete genome, 12/27, 

14 0U4il y—±D I DOyZ 




Seq. No. 


308984 




Seq. ID 


uC-zmflmol7228d07al 




Method 


BLASTN 




NCBI GI 


gl652225 



43949 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



472 

0.0e+00 

476 

100 

Synechocystis sp. PCC6803 complete genome, 6/21, 
630555-781448 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308985 

uC-zmflmol7228d08al 

BLASTX 

g2498704 

485 

7.0e-49 

92 

100 

PUTATIVE OXPPCYCLE PROTEIN OPCA >gi_1652850_dbj_BAA177 68_ 
(D90909) OpcA [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308986 

uC-zmflmol7228dllal 

BLASTN 

g!652844 

251 

1.0e-139 

440 

99 

Synechocystis sp. PCC6803 complete genome, 
1311235-1430418 



11/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308987 

uC-zmflmol7228e01al 

BLASTN 

gl653604 

390 

0.0e+00 

394 

100 

Synechocystis sp. PCC6803 complete genome, 17/27, 
2137259-2267259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308988 

uC-zmflmol7228e02al 

BLASTX 

gl653153 

614 

4.0e-64 

129 

97 

(D90911) acriflavin resistance protein [Synechocystis sp.] 
308989 

uC-zmflmol7228e05al 
- BLASTX 
gl703272 
613 

6.0e-64 
140 



43950 



% identity 

NCBI Description 



85 

PUTATIVE METHIONINE AMINOPEPT I DASE A (MAP) (PEPTIDASE M) 
>gi_1001226_dbj_BAA10466_ (D64003) methionine 
aminopeptidase [Synechocystis sp.] 



Seq. No. 


308990 


Seq. ID 


uC-zinf Imol7228e06al 


Method 


BLASTX 


NCBI GI 


gl652280 


BLAST score 


718 


E value 


3 . Oe-76 


Match length 


147 


% identity 


97 


NCBI Description 


(D90904) ribonuclease II 


Seq. No. 


308991 


Seq. ID 


uC-zmf Imol7228e09al 


Method 


BLASTN 


NCBI GI 


gl651897 


BLAST score 


473 


E value 


0.0e+00 


Match length 


477 


% identity 


100 


NCBI Description 


Synechocystis sp. PCC6803 




271600-402289 


Seq. No. 


308992 


Seq. ID 


uC-zmflmol7228el2al 


Method 


BLASTX 


NCBI GI 


gl653786 


BLAST score 


638 


E value 


5.0e-67 


Match length 


122 


% identity 


99 


NCBI Description 


(D90916) mannose-l-phosphi 




[Synechocystis sp.] 


Seq. No. 


308993 


Seq. ID 


uC-zmflmol7228f01al 


Method 


BLASTX 


NCBI GI 


g2506756 


BLAST score 


716 


E value 


5. Oe-76 


Match length 


138 


% identity 


99 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



HYPOTHETICAL 34.8 KD PROTEIN SLL0191 (ORF60-3) 
>gi_1001611_dbj_BAA10239__ (D64000) hypothetical protein 
[Synechocystis sp.] 

308994 

uC-zmflmol7228f04al 

BLASTN 

g!001200 

431 

0.0e+00 

447 

99 



43951 



NCBI Description 



Synechocystis sp. PCC6803 complete genome, 22/27 , 
2755703-2868766 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308995 

uC- zmf Imo 1 7 2 2 8 f 0 7 al 

BLASTX 

gl652945 

625 ^ 

2.0e-65 

122 

99 

(D90909) water channel protein [Synechocystis sp.] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308996 

uC-zmflmol7228g05al 

BLASTN 

gl653083 

119 

7.0e-61 

119 
100 

Synechocystis sp. PCC6803 complete genome, 
1576593-1719643 



13/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308997 

uC-zmflmo!7228g08al 

BLASTX 

g2833460 

282 

1.0e-25 

56 

98 

RIBOFLAVIN-SPECIFIC DEAMINASE >gi_1001153_dbj_BAA10295_ 
(D64001) riboflavin biosynthesis protein [Synechocystis 
sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308998 

uC-zmflmol7228g09al 

BLASTN 

gl651650 

451 

0.0e+00 

483 

98 

Synechocystis sp. PCC6803 complete genome, 



1/27, 1-133859 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308999 

uC-zmflmol7228gl0al 

BLASTX 

g2497264 

514 

2.0e-52 

102 

100 

3-ISOPROPYLMALATE DEHYDROGENASE (BETA-IPM DEHYDROGENASE) 
(IMDH) (3-IPM-DH) >gi_1653112_dbj_BAA18028_ (D90911) 
3-isopropylmalate dehydrogenase [Synechocystis sp.] 



43952 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309000 

uC-zmflmol7228gllal 

BLASTX 

g2494263 

775 

7.0e-83 

153 

99 

PEPTIDE CHAIN RELEASE FACTOR 3 (RF-3) 

>gi_1652592_dbj_BAA17513_ (D90906) peptide-chain-release 
factor 3 [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309001 

uC-zmflmol7228h01al 

BLASTN 

gl001200 

172 

6.0e-92 

326 
98 

Synechocystis sp. PCC6803 complete genome, 
2755703-2868766 



22/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309002 

uC-zmflmol7228h04al 

BLASTX 

gl001827 

731 

1.0e-77 

160 

89 

(D64005) sensory transduction histidine kinase 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309003 

uC-zmflmol7228h06al 

BLASTN 

gl001102 

407 

0.0e+00 

407 

100 

Synechocystis sp. PCC6803 complete genome, 
2539000-2644794 



20/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309004 

uC-zmflmol7228hllal 

BLASTN 

gl653477 

445 

0.0e+00 

445 

100 

Synechocystis sp. PCC6803 complete genome, 
1991550-2137258 



16/27, 



43953 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309005 

uC-zmflmol7229a01bl 

BLASTN 

gl001701 

335 

0.0e+00 

351 

99 

Synechocystis sp. PCC6803 complete genome, 23/27, 
2868767-3002965 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309006 

uC-zmf lmol7 22 9a0 4bl 

BLASTN 

gl653715 

168 

8.0e430 

172 

99 

Synechocystis sp. PCC6803 
3270710-3418851 



complete genome, 26/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309007 

uC-zmflmol7229a06bl 

BLASTX 

g2494041 

591 

3.0e-61 

137 
82 

DIAMINOPIMELATE EPIMERASE >gi_1653875_dbj_BAA18785_ 
(D90917) diaminopimelate epimerase [Synechocystis sp.] 

309008 

uC-zmflmol7229a09bl 

BLASTX 

gl653629 

556 

3.0e-57 

126 

88 

(D90915) hypothetical protein [Synechocystis sp.] 
309009 

uC-zmflmol7229allal 

BLASTN 

gl653836 

268 

1.0e-149 

304 

97 

Synechocystis sp. PCC6803 complete genome, 27/27, 
3418852-3573470 



Seq. No. 
Seq. ID 
Method 



309010 

uC-zmflmol7229al2bl 
BLASTN 



43954 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl652956 
170 

9.0e-91 

250 
92 

Synechocystis sp, 
1430419-1576592 



PCC6803 complete genome, 12/27, 



309011 

uC-zmflmol7229b02bl 

BLASTN 

gl653715 

58 

8.0e-24 

261 
81 

Synechocystis sp. PCC6803 complete genome, 
3270710-3418851 



26/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309012 

uC- zmf lmo 1 7 2 2 9b0 3b 1 

BLASTX 

g2500055 

596 

5.0e-62 

124 

98 

DNA REPAIR PROTEIN RADA HOMOLOG (DNA REPAIR PROTEIN SMS 
HOMOLOG) >gi_1653575_dbj_BAA18488_ (D90914) sms protein 
[Synechocystis sp.] 

309013 

uC-zmflmol7229b05al 

BLASTN 

gl652027 

241 

1.0e-133 

395 

88 

Synechocystis sp. PCC6803 complete genome, 4/27, 
402290-524345 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309014 

uC- zmf lmo 1 7 2 2 9b 0 5bl 

BLASTN 

gl652027 

335 

0.0e+00 

479 

93 

Synechocystis sp. PCC6803 complete genome, 4/27, 
402290-524345 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309015 

uC-zmflmol7229b06al 

BLASTX . 

g!001819 



43955 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Se.q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



386 

2.0e-37 

144 

55 

(D64005) 



cation efflux system protein [ Syne cho cyst is sp.] 



309016 

uC- zmf lmol7 22 9b0 9bl 

BLASTX' 

gl653805 

489 

1.0e-49 

90 
99 

(D90916) hypothetical protein 
309017 

uC-zmflmol7229bllbl 

BLASTX 

g!652614 

838 

3.0e-90 

159 

99 

(D90906) naphthoate synthase 



[Synechocystis sp.] 



[Synechocystis sp.] 



309018 

uC-zmflmo!7229c06bl 

BLASTX 

g208131 

159 

1.0e-10 

89 
45 

(M77169) beta-galactosidase alpha-peptide [Cloning vector] 
>gi_3132861 (U90554) beta-galactosidase alpha peptide 
[Shuttle vector pJIR1456] >gi_3132864 (U90555) 
beta-galactosidase alpha peptide [Shuttle vector pJIR14 57] 

309019 

uC-zmflmol7229cllbl 

BLASTN 

gl652360 

258 

1.0e-143 

291 

97 

Synechocystis sp. PCC6803 
781449-920915 



complete genome, 7/27, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



309020 

uC- zmf Imo 1 7 2 2 9d0 3b 1 

BLASTX 

g2500435 

462 

3.0e-46 

92 



43956 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value " 

Match length 

% identity 

NCBI Description 



98 

30S RIBOSOMAL PROTEIN S10 >gi_1653406_dbj_BAA1832Q_ 
(D90913) 30S ribosomal protein S10 [Synechocystis sp.] 

309021 

uC-zmflmol7229d06bl 

BLASTN 

gl652956 

62 . 

2.0e-26 

173 

84 

Synechocystis sp. PCC6803 complete genome , 12/21, 
1430419-1576592 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309022 

uC-zmflmol7229d07al 

BLASTX 

gl652323 

380 

2.0e-36 

90 

84 

(D90904) fibrillin [Synechocystis sp.] 



309023 

uC-zmflmol7229d07bl 

BLASTX 

gl652788 

914 

5.0e-99 

196 

93 

(D90908 ) phosphotransacetylase 



[Synechocystis sp. ] 



309024 

uC- zmf lmol 7 2 2 9d0 9bl 

BLASTX 

gl001504 

425 

4.0e-42 

84 

99 

(D64000) Ycf38 [Synechocystis sp.] 
309025 

uC-zmflmol722 9e02al 

BLASTN 

g!001200 

425 

0.0e+00 

429 

100 

Synechocystis sp. PCC6803 complete genome, 
2755703-2868766 



22/27, 



Seq. No. 



309026 



43957 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7229e02bl 

BLASTN 

gl001200 

420 

0.0e+00 

460 

98 

Synechocystis sp. PCC6803 complete genome, 
2755703-2868766 



22/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score , 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309027 

uC-zmflmol7229e05bl 

BLASTX 

gl653066 

632 

2.0e-68 

132 

99 

(D90910) hypothetical protein [Synechocystis sp.] 
309028 

uC-zmflmol7229e06al 

BLASTX 

g2500783 

468 

8.0e-47 

94 

99 

SERINE HYDROXYMETHYLTRANSFERASE (SERINE METHYLASE) 
>gi_1652200_dbj_BAA17124_ (D90903) serine 
hydroxymethyltransf erase [Synechocystis sp.] 

309029 

uC- zmf Into 17 2 2 9e0 6b 1 

BLASTX 

gl001519 

827 

6.0e-89 

169 

99 

(D64000) hypothetical protein [Synechocystis sp.] 



{ SHMT ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309030 

uC-zmflmol7229e07al 

BLASTN 

gl653715 

437 

0.0e+00 

441 

100 

Synechocystis sp. PCC6803 complete genome, 26/27, 
3270710-3418851 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309031 

uC-zmflmol7229e07bl 

BLASTX 

g3123046 



43958 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



831 

3.0e-89 

155 

100 

HYPOTHETICAL 28.9 KD PROTEIN SLL024 9 

>gi_1653029_dbj_BAA17946_ (D90910) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 


309032 


Seq. ID 


uC-zmflmol7229f05al 


Method 


BLASTX 


NCBI GI 


gl651875 


BLAST score 


537 


E value 


5.0e-55- 


Match length 


148 


% identity 


75 


NCBI Description 


(D90900) hypothetical protein [Synechocystis ; 


Seq. No. 


309033 


Seq. ID 


uC-zmflmol7229f05bl 


Method 


BLASTX 


NCBI GI 


gl651875 


BLAST score 


818 


E value 


3.0e-89 


Match length 


168 


% identity 


97 


NCBI Description 


(D90900) "hypothetical protein [Synechocystis i 


Seq. No. 


309034 


Seq. ID 


uC-zmflmol7229f08al 


Method 


BLASTX 


NCBI GI 


gl001494 


BLAST score 


618 


E value 


2.0e-64 


Match length 


120 


% identity 


100 


NCBI Description 


(D64000) protein-export membrane protein SecF 




[Synechocystis sp.] 


Seq. No. 


309035 


Seq. ID 


uC-zmflmol7229f08bl 


Method 


BLASTX 


NCBI GI 


gl001494 


BLAST score 


918 


E value 


2.0e-99 


Match length 


191 


% identity 


98 


NCBI Description 


(D64000) protein-export membrane protein SecF 




[Synechocystis sp.] 


Seq. No. 


309036 


Seq. ID 


uC-zmflmol7229fl0bl 


Method 


BLASTX 


NCBI GI 


g2493001 


BLAST score 


468 


E value 


5.0e-47 


Match length 


115 



43959 



% identity 84 

NCBI Description CAT ION-TRANS PORTING AT PAS E PACS >gi_1652345_dbj_BAA17268_ 
(D90904) cation-transporting ATPase [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309037 

uC-zmflmol7229fl2bl 

BLASTX 

gl653480 

872 

8.0e-95 

181 
98 

(D90914) 
sp.] 



phosphoenolpyruvate carboxylase [Synechocystis 



309038 

uC-zraflmol7229g03bl 

BLASTN 

gl001612 

227 

1.0e-125 

242 

99 

Synechocystis sp. PCC6803 complete genome, 21/27 f 
2644795-2755702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30*9039 

uC-zmflmol7229g09bl 

BLASTN 

gl001200 

331 

0.0e+00 

351 

99 

Synechocystis sp. PCC6803 complete genome, 22/27, 
2755703-2868766 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309040 

uC- zmf Imo 17229gl2bl 

BLASTN 

gl652618 

396 

0.0e+00 

479 

96 

Synechocystis sp. PCC6803 complete genome, 
1056467-1188885 



9/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309041 

uC-zmflmol7229h01al 

BLASTX 

gl001593 

395 

2.0e-38 

76 

97 

(D64000) glucose inhibited division protein A 



43960 



0 



[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309042 

uO zmf lmo 1 7 2 2 9h0 lbl 

BLASTX 

g!651711 

822 

2.0e-88 

163 

97 

(D90899) hypothetical protein [Synechocystis sp.] 
309043 

uC-zmflmol7229h02bl 

BLASTN 

gl001612 

399 

0.0e+00 

543 

93 

Synechocystis sp. PCC6803 complete genome, 21/27, 
2644795-2755702- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309044 

uC-zmflmol7229h03al 

BLASTN 

gl651650 

202 

1.0e-110 

250 

95 

Synechocystis sp. PCC6803 



complete genome, 1/21, 1-133859 



309045 

uC-zmflmol7229h03bl 

BLASTN 

gl651650 

280 

1.0e-156 

535 

89 

Synechocystis sp. PCC6803 complete genome, 1/27, 1-133859 
309046 

uC-zmflmol7229h04bl 

BLASTN 

gl653228 

70 

6.0e-31 

189 

85 

Synechocystis sp. PCC6803 
1719644-1848241 



complete genome, 14/27, 



Seq. No. 
Seq. ID 
Method 



309047 

uC- zmf lmo 1 7 2 2 9h0 6b 1 
BLASTX 



43961 



NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2493590 
370 

2.0e-35 

103 

77 

PROBABLE CELL DIVISION PROTEIN FTSW 

>gi_1653355_dbj_BAA18269_ (D90913) rod- shape -determining 
protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309048 

uC-zmflmol7229h07bl 

BLASTN 

gl653083 

138 

1.0e-71 

310 

86 

Synechocystis sp. PCC6803 complete genome, 13/27, 
1576593-1719643 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309049 

uC-zmflmol7229h09bl 

BLASTX 

gl001320 

289 

6.0e-26 

70 

79 

(D64006) nitrate transport protein NrtD [Synechocystis sp.] 
309050 

uC-zmflmol7229hllal 

BLASTN 

gl653477 

244 

1.0e-135 

349 

92 

Synechocystis sp. PCC6803 complete genome, 16/27, 
1991550-2137258 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309051 

uC-zmflmol7229hllbl 

BLASTN 

gl653477 

313 

1.0e-176 

432 
93 

Synechocystis sp. PCC6803 complete genome, 16/27, 
1991550-2137258 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



309052 

uC-zmflmol7230a01al 

BLASTN 

gl653083 

398 



43962 



E value 
Match length 
% identity 
NCBI Description 



H 

O.Oe+00 

402 

100 

Synechocystis sp. 
1576593-1719643 



PCC6803 complete 




genome, 13/27, 



Seq. No. 309053 

Seq. ID uC-zmflmol7230a02al 

Method . BLASTX 

NCBI GI gl651823 

BLAST score 514 

E value 2.0e-52 

Match length 98 

% identity 98 

NCBI Description (D90900) hypothetical protein [Synechocystis sp.] 

Seq. No. 309054 

Seq. ID uC-zmflmol7230a02bl 

Method BLASTX 

NCBI GI gl651822 

BLAST score 616 

E value 1.0e-67 

Match length 158 

% identity 81 

NCBI Description (D90900) ABC transporter [Synechocystis sp.] 

Seq. No. 309055 

Seq. ID uC-zmflmol7230a04al 

Method BLASTN 

NCBI GI gl652027 

BLAST score 120 

E value 6.0e-61 

Match length 253 

% identity 85 

NCBI Description Synechocystis sp. PCC6803 complete genome, 4/27, 
402290-524345 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309056 

uC-zmflmol7230a09al 

BLASTX 

g2494280 

552 

6.0e-57 

112 

99 

ELONGATION FACTOR TS (EF-TS) >gi_1653231_dbj_BAA18146_ 
(D90912) elongation factor TS [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309057 

uC-zmflmol7230a09bl 

BLASTN 

gl653228 

528 

0.0e+00 

560 

99 

Synechocystis s^p. PCC6803 complete genome, 



14/27, 



43963 



1719644-1848241 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309058 

uC-zmflmol7230al0bl 

BLASTX 

g3126967 

515 

2.0e-52 

108 

17 

(AF061807) polyubiquitin [Elaeagnus umbellata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309059 

uC- zmf lmo 17230b06bl 

BLASTN 

gl652725 

347 

0.0e+00 

386 

98 

Synechocystis sp. PCC6803 complete genome , 
1188886-1311234 



10/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309060 

uC-zmflmol7230b08bl 

BLASTX 

g2117937 

403 

3.0e-39 

123 

68 

UTP — glucose-l-phosphate uridyl yltransf erase (EC 2.7.7.9) 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309061 

uC-zmflmol7230c03bl 

BLASTN 

gl652618 

179 

2.0e-96 

199 

97 

Synechocystis sp. PCC6803 complete genome, 
1056467-1188885 



9/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309062 

uC- zmf lmo 17230c06al 

BLASTX 

g3122978 

482 

1.0e-48 

93 
97 

PROBABLE TRNA 

(5-METHYLAMINOMETHYL-2-THIOURIDYLATE) -MET H YLT RAN SFE RASE 
>gi_1652889_dbj_BAA17807_ (D90909) hypothetical protein 



43964 



[Synechocystis sp . ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309063 

uC-zmflmol7230c06bl 

BLASTX 

g3123068 

462 

1.0e-4 6 

87 
98 

HYPOTHETICAL 50 
>gi_1652888_dbj 



4 KD PROTEIN SLR0863 

BAA17806_ (D90909) hypothetical protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



[Synechocystis sp . ] 
309064 

uC-zmflmol7230c07al 

BLASTX - * 

g3915463 

247 

5.0e-21 

47 

98 

HYPOTHETICAL 33.1 KD PROTEIN SLR1592 

>gi_1652063_dbj_BAA16988_ (D90902) hypothetical protein 
[Synechocystis sp.] 

309065 

uC-zmflmol7230c07bl 

BLASTX 

g3915463 

716 

6.0e-76 

159 

85 

HYPOTHETICAL 33.1 KD PROTEIN SLR1592 

>gi_1652063_dbj_BAA16988_ (D90902) hypothetical protein 
[Synechocystis sp.] 

309066 

uC-zmflmol7230c09bl 

BLASTX 

g3914388 

485 

4.0e-4 9 

92 

100 

2 , 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOS PHOGL YCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) {BPG-INDEPENDENT PGAM) 
>gi_1653699_dbj_BAA18611__ (D90915) 

2, 3-bisphosphoglycerate-independent phosphoglycerate mutase 
[Synechocystis sp. ] 

309067 

uC-zmflmol7230d03al 

BLASTN 

gl652360 

419 



43965 



E value 
Match length 
% identity 
NCBI Description 



0.0e+00 

419 

100 

Synechocystis sp. 
781449-920915 



PCC6803 complete genome, 1/21, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309068 

uC-zmflmo!7230d03bl 

BLASTN 

g!652360 

379 

0.0e+00 

432 

97 

Synechocystis sp. PCC6803 complete genome, 1/21, 
781449-920915 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309069 

uC-zmflmol7230e06al 

BLASTX 

gl001505 

374 

2.0e-43 

106 

92 

(D64000) ABC transporter [Synechocystis sp.] 
309070 

uC-zmflmol7230e06bl 

BLASTN 

gl001484 

222 

1.0e-122 

327 
91 

Synechocystis sp. PCC6803 complete genome, 19/27, 
2392729-2538999 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309071 

uC-zmflmol7230e07al 

BLASTX 

gl652137 

824 

1.0e-88 

162 

100 

(D90903) hypothetical protein [Synechocystis sp.] 
309072 

uC-zmflmol7230e07bl 

BLASTX 

gl652137 

821 

3.0e-88 

162 

96 

(D90903) hypothetical protein [Synechocystis sp.] 



43966 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309073 

uC-zmflmol7230e08bl 

BLASTX 

g3023956 

235 

l.Ge-19 

117 
5 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 >gi_607003 
(L28125) beta transducin-like protein [Podospora anserina] 

309074 

uC-zmflmol7230el0bl 

BLASTX 

g!001819 

574 

2.0e-59 

119 

98 

(D64005) cation efflux system protein [Synechocystis sp.] 
309075 

uC-zmflmol7230ellbl 

BLASTN 

gl653604 

220 

1.0e-121 

239 

98 

Synechocystis sp. PCC6803 complete genome, 17/27, 
2137259-2267259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309076 

uC-zmflmol7230f07al 

BLASTX 

gl653666 

667 

2.0e-70 

135 

99 

(D90915) chloride channel protein [Synechocystis sp.] 
309077 

uC-zmflmol7230f07bl 

BLASTX 

g2493811 

386 

3.0e-37 

76 

95 

COPROPORPHYRINOGEN III OXIDASE, AEROBIC 
(COPROPORPHYRINOGENASE) (COPROGEN OXIDASE) 
>gi_1651937__dbj_BAA16863_ (D90901) coproporphyrinogen III 
oxidase [Synechocystis sp.] 



Seq. No. 



309078 



43967 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7230f09al 

BLASTX 

g2500554 

358 

4.0e-34 

71 

100 

RIBONUCLEASE III (RNASE III) >gi_1653550_dbj_BAA184 63_ 
(D90914) ribonuclease III [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309079 

uC- zmf lmo 17230f09bl 

BLASTN 

gl653477 

420 

0.0e+00 

481 

98 

Synechocystis sp. PCC6803 complete genome, 
1991550-2137258 



16/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309080 

uC-zmflmol7230fl2bl 

BLASTN 

gl652725 

232 

1.0e-128* 

236 

100 

Synechocystis sp. PCC6803 
1188886-1311234 



complete genome, 10/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309081 

uC-zmflmol7230g03bl 

BLASTN 

gl652844 

156 

1.0e-82 

184 

96 

Synechocystis sp. PCC6803 
1311235-1430418 



complete genome, 11/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309082 

uC-zmflmol7230g04al 

BLASTX 

g2500257 

523 

2.0e-53 

100 

100 

SOS RIBOSOMAL PROTEIN L13 >gi_16524 00_dbj__BAA17322_ 
(D90905) SOS ribosomal protein L13 [Synechocystis sp.] 



Seq. No. 
Seq. ID 
Method 



309083 

uC-zmflmol7230g04bl 
BLASTX 



43968 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2500426 
546 

6.0e-56 

109 

99 

30S RIBOSOMAL PROTEIN S9 >gi_1652399__dbj_BAA17321_ 
30S ribosomal protein S9 [Synechocystis sp.] 

309084 

uC-zmflmo!7230g07al 

BLASTX 

gl652111 

539 

3.0e-55 

106 

98 

(D90902) enoyl- [acyl-carrier-protein] reductase 
[Synechocystis sp.] 

309085 

uC-zmflmol7230g07bl 

BLASTN 

gl652027 

363 

0.0e+00 

433 

96 

Synechocystis sp. PCC6803 complete genome, 4/27, 
402290-524345 



(D90905) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



309086 

uC-zmflmol7230g08bl 

BLASTX 

gl652463 

344 

5.0e-33 

73 

93 

(D90905) serine protease HtrA [Synechocystis sp.] 
309087 

uC-zmflmol7230g09bl 

BLASTX 

gl653367 

354 

1.0e-33 

77 

92 

(D90913) hypothetical protein [Synechocystis sp.] 
309088 

uC-zmflmol7230h05bl 

BLASTX 

gl652587 

370 

6.0e-36 
73 



43969 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



97 

(D90906) cytoplasmic membrane protein for maltose uptake 
[Synechocystis sp.] 

309089 

uC-zmflmol7230h08al 

BLASTN 

gl653228 

429 

0.0e+00 

433 

100 

Synechocystis sp. PCC6803 complete genome, 14/27, 
1719644-1848241 

309090 

uC-zmflmol7230h08bl 

BLASTN 

gl001701 

353 

0.0e+00 

428 

94 

Synechocystis sp. PCC6803 complete genome, 23/27, 
2868767-3002965 

309091 

uC-zmflmol7230hl0bl 

BLASTN 

gl001102 

171 

1.0e-91 

179 
99 

Synechocystis sp. PCC6803 complete genome, 20/27, 
2539000-2644794 

309092 

uC-zmflmol7231a04al 

BLASTX 

g2501028 

370 

5.0e-36 

75 

99 

LEUCYL-TRNA SYNTHETASE (LEUCINE— TRNA LIGASE) (LEURS) 
>gi_1652380_dbj_BAA17302__ (D90905) leucyl-tRNA synthetase 
[Synechocystis sp.] 

309093 

uC-zmflmol7231a05al 

BLASTN 

gl651768 

221 

1.0e-121 

261 

97 



43970 



NCBI Description Synechocystis sp. PCC6803 complete genome, 2/27, 
133860-271599 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309094 

uC-zmflmol7231a06al 

BLASTX 

gl651923 

388 

7.0e-38 

97 

85 

(D90901) UDP-glucose dehydrogenase [Synechocystis sp.] 
309095 

uC-zmflmo!7231a08al 

BLASTN 

gl001612 

374 

0.0e+00 

374 

100 

Synechocystis sp. PCC6803 complete genome, 21/27, 
2644795-2755702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309096 

uC-zmflmol7231b01al 

BLASTX 

gl001742 

554 

4.0e-57 

123 

88 

(D64004) hypothetical protein [Synechocystis sp.] 
309097 

uC-zmflmol7231b03al 

BLASTX 

gl653948 

398 

4.0e-39 

84 

99 

(D90917) hypothetical protein [Synechocystis sp.] 
309098 

uC-zmflmol7231b05al 

BLASTN 

gl001612 

217 

1.0e-119 

341 

96 

Synechocystis sp. PCC6803 complete genome, 21/27, 
2644795-2755702 



Seq. No. 
Seq. ID 



309099 

uC-zmflmol7231b06al 



43971 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl652956 

283 

1.0e-158 

388 
93 

Synechocystis sp. 
1430419-1576592 



PCC6803 complete genome, 12/27, 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309100 

uC-zmflmol7231b08al 

BLASTN 

g!652027 

403 

0.0e+00 

411 

100 

Synechocystis sp. PCC6803 complete genome, 
402290-524345 



4/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309101 

uC- zmf lmo 1 7 2 3 lbO 9a 1 

BLASTN 

gl001200 

407 

0.0e+00 

434 

99 

Synechocystis sp. PCC6803 
2755703-2868766 



complete genome, 22/27, 



309102 

uC-zmflmol7231bl2al 

BLASTX 

gl653810 

513 

3.0e-52 

98 

100 

(D90916) hypothetical protein [Synechocystis sp.] 
309103 

uC-zmflmol7231c04al 

BLASTX 

g2500722 

481 

3.0e-60 

125 

98 

PREPROTEIN TRANSLOCASE SECA SUBUNIT 

>gi_1001616_dbj_BAA10347_ (D64002) preprotein translocase 
SecA subunit [Synechocystis sp.] 

309104 

uC-zmflmol7231c05al 

BLASTX 

g!653960 



43972 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



532 

4.0e-75 

155 

88 

(D90917) DNA polymerase III alpha subunit [Synechocystis 
sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309105 

uC-zmflmol7231c06al 

BLASTN 

gl652956 

369 

O.Oe+00 

398 

98 

Synechocystis sp. PCC6803 complete genome, 12/27, 
1430419-1576592 



Seq. No. 

Seq. ID ^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309106 

uC-zmflmol7231cl2al 

BLASTX 

gl653170 

778 

3.0e-83 

152 

100 

(D90911) sensory transduction histidine kinase 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309107 

uC-zmflmol7231d01al 

BLASTN 

gl652844 

337 

0.0e+00 

366 

98 

Synechocystis sp. PCC6803 complete genome, 11/27, 
1311235-1430418 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309108 

uC-zmflmol7231d02al 

BLASTN 

gl652027 

312 

1.0e-175 

328 
99 

Synechocystis sp. PCC6803 complete genome, 4/27, 
402290-524345 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



309109 

uC-zmflmol7231d03al 

BLASTX 

gl652763 

729 

2.0e-77 



43973 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
100 

(D90908) 5-oxo-l, 2, 5-tricarboxilic-3-penten acid 
decarboxilase/isomer [Synechocystis sp.] 

309110 

uC-zmflmol7231d04al 

BLASTN 

gl001396 

281 

1.0e-157 

296 

99 

Synechocystis sp. PCC6803 complete genome, 18/27, 
2267260-2392728 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309111 

uC-zmflmol7231d05al 

BLASTX 

gl237023 

305 

4.0e-28 

91 

78 

(D13960) virginiamycin acetyltransf erase [Synechocystis 
sp.] >gi_1653264_dbj_BAA1817 9_ (D90912) acetyltransf erase 
[Synechocystis sp.] 

309112 

uC-zmflmol7231d06al 

BLASTN 

gl651768 

333 

0.0e+00 

385 

98 

Synechocystis sp. PCC6803 complete genome, 2/27, 
133860-271599 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309113 

uO zmf lmo 1723 IdO 9a 1 

BLASTX 

glOOllll 

280 

6.0e-25 

76 

76 

(D64001) hypothetical protein 
309114 

uC-zmflmol7231dllal 

BLASTN 

gl652956 

365 

0.0e+00 

365 

100 



[Synechocystis sp.] 



43974 



NCBI Description 



Synechocystis sp. 
1430419-1576592 



PCC6803 complete genome, 12/27, 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309115 

uC-zmflmol7231e02al 

BLASTN 

gl653836 

335 

0.0e+00 

368 

97 

Synechocystis sp. PCC6803 complete genome, 27/27, 
3418852-3573470 

309116 

uC-zmflmol7231e04al 

BLASTX 

g2499001 

461 

3.0e-46 

90 

100 

PROBABLE THIAMIN- PHOSPHATE PYROPHOSPHORYLASE (TMP 
PYROPHOSPHORYLASE) (TMP-PPASE) (THIAMIN- PHOSPHATE SYNTHASE) 
>gi_1652058_dbj_BAA16983_ (D90902) thiamin biosynthetic 
bifunctional enzyme [Synechocystis sp.] 

309117 

uC-zmflmol7231e05al 

BLASTX 

gl652106 

577 

7.0e-60 

117 

97 

(D90902) PleD [Synechocystis sp.] 
309118 

uC-zmflmol7231e09al 

BLASTN 

gl001484 

245 

1.0e-135 

257 

99 

Synechocystis sp. PCC6803 complete genome, 19/27, 
2392729-2538999 

309119 

uC-zmflmol7231f01al 

BLASTN 

gl652956 

242 

1.0e-134 

254 
99 

Synechocystis sp. PCC6803 complete genome, 12/27, 



43975 



1430419-1576592 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309120 

uC-zmflmol7231f03al 

BLASTX 

g2498449 

628 

9.0e-66 

127 

99 

PHOSPHORIBOSYLFORMIMINO-5-AMINOIMIDAZOLE CARBOXAMIDE 
RIBOTIDE ISOMERASE >gi_1653757_dbj_BAA18 668_ (D90916) 
phosphorybosilf ormimino-5-amino- 
phosphorybosil-4-imidazolecarboxamideisomerase 
[Synechocystis sp.] 

309121 

uC-zmflmol7231f06al 

BLASTN 

gl652844 

349 

O.Oe+00 

353 

100 

Synechocystis sp. PCC6803 complete genome, 11/27, 
1311235-1430418 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309122 

uC-zmflmol7231f 10a! 

BLASTN 

gl653083 

359 

0.0e+00 

363 

100 

Synechocystis sp. PCC6803 complete genome, 
1576593-1719643 - 



13/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309123 

uC-zmflmol7231fllal 

BLASTX 

gl652471 

695 

1.0e-73 

133 

100 

(D90905) CobN protein [Synechocystis sp.] 
309124 

uC-zmflmo!7231g04al 

BLASTX 

gll71075 

744 

3.0e-79 

146 

99 

UDP-N-ACETYLMURAMOYLALANYL-D-GLUTAMYL-2, 



43976 



o 



6-DIAMINOPIMELATE — D- ALAN YL-D- ALAN YL LI GAS E 
.( UDP-MURNAC-PENTAPEPTIDE SYNTHETASE ) 

(D-ALANYL-D-ALANINE-ADDING ENZYME) >gi_1084179_pir S49610 

UDP-N-acetylmuramoylalanyl-D-glutamyl-2, 

6-diaminopimelate — D-alanyl-D-alanine ligase (EC 6.3.2.15) 
- Synechocystis sp. (PCC 6803) >gi__575416_emb__CAA44303_ 
(X62437) UDP-N-acetylmuramoylalanyl-D-glutamyl-2, 
6-diaminopimelate — D-alanyl-D-alanine ligase [Synechocystis 
sp. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309125 

uC-zmflmo!7231g05al 

BLASTX 

g2492985 

651 

2.0e-68 

132 

98 

GLUTAMATE RACEMASE >gi_1652867_dbj_BAA17785_ (D90909) 
glutamate racemase [Synechocystis sp.] 

309126 

uC-zmflmol7231g08al 

BLASTX 

gl707936 

633 

2.0e-66 

116 

99 

1 , 4 -ALPHA-GLUCAN BRANCHING ENZYME (GLYCOGEN BRANCHING 
ENZYME) >gi__1001448_dbj_BAA10073_ (D63999) 1, 4-alpha-glucan 
branching enzyme [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



309127 

uC-zmflmol7231gllal 

BLASTX 

gl653541 

642 

3.0e-67 

124 

100 

(D90914) hypothetical protein [Synechocystis sp.] 
309128 

uC-zmflmol7231gl2al 

BLASTX 

gl652952 

655 

6.0e-69 

125 

99 

(D90909) transposase [Synechocystis sp.] 
309129 

uC-zmflmol7231h02al 

BLASTN 

g!653604 



43977 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288 

1.0e-161 

313 
97 

Synechocystis sp . 
2137259-2267259 



PCC6803 complete genome, 17/27, 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309130 

uC-zmflmol7231h05al 

BLASTN 

gl001291 

407 

0.0e+00 

435 

98 

Synechocystis sp, PCC6803 complete genome, 
3138604-3270709 



25/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309131 

uC-zmflmol7231h07al 

BLASTN 

gl653604 

81 

3.0e-38 

117 

92 

Synechocystis sp. PCC6803 complete genome, 17/27, 
2137259-2267259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309132 

uC-zmflmol7231h09al 

BLASTX 

gl001656 

420 

2.0e-41 

94 
87 

(D64002) mannosyl transferase [Synechocystis sp.] 
309133 

uC-zmflmol7231hl0al 

BLASTX 

g!001469 

309 

3.0e-29 

105 

74 

(D63999) cell division cycle protein [Synechocystis sp.] 
309134 

uC-zmflmol7231hllal 

BLASTX 

g!653247 

737 

4.0e-86 

149 

43 
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NCBI Description (D90912) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST s&ore 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309135 

uC-zmflmol7231hl2al 

BLASTN 

gl651650 

365 

0.0e+00 

476 

99 

Synechocystis sp. PCC6803 



complete genome, 1/21, 1-133859 



309136 

uC-zmflmol7233dl2al 

BLASTN 

g902583 

102 

2.0e-50 

216 

86 

Zea mays clone MubGl ubiquitin gene,, 



complete cds 



309137 

uC-zmflmol7234e05al 

BLASTX 

g3264611 

218 

9.0e-18 

42 

98 

(AF061511) seven in absentia homolog [Zea mays] 



309138 

uC-zmflmol7235b08bl 

BLASTX 

g!899060 

237 

7.0e-25 

96 

64 

(U79669) endosperm C- 



24 sterol methyltransferase [Zea mays] 



309139 

uC- zmf lmo 1 7 2 3 5bl 2bl 

BLASTX 

g4504909 

293 

2.0e-26 

129 

47 

karyopherin (importin) beta 3 >gi_2102696 (U72761) 
karyopherin beta 3 [Homo sapiens] 

309140 

uC-zmflmol7235c07bl 

BLASTX 

g2995384 
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BLAST score 186 

E value 2,0e~14 

Match length 57 

% identity 72 

NCBI Description (AJ004810) cytochrome P450 monooxygenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



309141 

uC-zmf Imol 7 2 3 5dQ 9b 1 

BLASTX 

g3123270 

327 

2.0e-30 

82 

80 

4 OS RIBOSOMAL PROTEIN S4 
>gi_2 4 6 3 33 5_emb_CAA7 5 2 4 2_ 
[Oryza sativa] 



(SCAR PROTEIN SS620) 
(Y15009) ribosomal protein S4 



309142 

uC~zmflmol7235g07bl 

BLASTX 

g2499708 

301 

3.0e-27 

119 

63 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
( PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1020409__dbj_BAA11135_ (D73410) phospholipase D [Zea 
mays] 

309143 

uC-zmflmol7236a07bl 

BLASTX 

g3341693 

238 

7.0e-20 

104 

53 

(AC003672) unknown protein [Arabidopsis thaliana] 
309144 

uC- zmf lmol 7 2 3 6cl lbl 

BLASTN 

g22292 

82 

3.0e-38 

300 

82 

Z.mays mRNA for glycine-rich protein 
309145 

uC- zmf lmo 1 7 2 3 6d0 lb 1 

BLASTN 

g311238 

46 

1.0e-16 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
88 



Z.mays catl gene for catalase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309146 

uC-zmflmol7236f05bl 

BLASTX 

g4510345 

181 

3.0e-13 

116 

37 

(AC006921) unknown protein [Arabidopsis thaliana] 
309147 

uC-zmflmol7236g02al 

BLASTX 

g2499708 

148 

1.0e-09 

40 
75 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
( PHOS PHATIDYLCHOLINE-HYDROLYZ ING PHOSPHOLIPASE D) 
>gi_1020409_dbj_BAA11135_ (D73410) phospholipase D [Zea 
mays] 

309148 

uC-zmflmol7236g02bl 

BLASTX 

g417154 

576 

1.0e-59 

127 

93 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb__CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

309149 

uC-zmflmol7238a03bl 

BLASTX 

g2564249 

590 

4.0e-61 

180 
59 

(Y08686) serine palmitoyltransferase, subunit II [Homo 
sapiens] >gi__3043576__dbj_BAA25452_ (AB011098) KIAA0526 
protein [Homo sapiens] >gi_4186182 (AF111168) serine 
palmitoyl transferase, subunit II [Homo sapiens] 

309150 

uC-zmflmol7238c05bl 

BLASTX 

g3688173 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



182 

1.0e-13 

58 

62 

(AL031804) 



putative protein [Arabidopsis thaliana] 



309151 

uC-zmflmol7238cG7bl 

BLASTX 

g542596 

189 

4.0e-14 

58 
64 

Tid{56) protein - fruit fly (Drosophila melanogaster) 
>gi_456627__emb_CAA54837_ (X77822) Tid(56) [Drosophila 
melanogaster] >gi_1487972_emb_CAA64528_ (X95241) 
lethal ( 2 ) tumorous imaginal discs [Drosophila melanogaster] 
>gi_4007007_emb_CAA66720_ (X98094) lethal (2) tumorous 
imaginal discs [Drosophila melanogaster] 

309152 

uC-zmflmol7238el0bl 

BLASTX 

gll5771 

656 

7.0e-69 

148 

85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

309153 

uC-zmflmol7238f01bl 

BLASTX 

g3157951 

411 

3.0e-40 

88 

91 

(AC002131) Contains similarity to vesicle trafficking 
protein gb_U91538 from Mus musculus. ESTs gb_F154 94 and 
gb_F14097 come from this gene. [Arabidopsis thaliana] 

309i54 

uC-zmflmol7238f05al 

BLASTX 

g3880399 

170 

5.0e-12 

76 

43 

(Z71267) predicted using Genefinder; cDNA EST yk275h2.3 
comes from this gene; cDNA EST yk309gll.3 comes from this 



43982 



gene; cDNA EST yk309gll.5 comes from this gene; cDNA EST 
yk275h2.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309155 

uC-zmflmol7238g02al 

BLASTX 

g2911886 

163 

2.0e-12 

57 

58 

(AF047663) contains similarity to signal recognition 
particle subunit 54 (SRP54)-type domains (Pfam; SRP54, 
score; 71.31); partial CDS [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309156 

uC- zmf lmol 7 2 3 9h0 4 al 

BLASTN 

g4185305 

110 

4.0e-55 

186 

90 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 



309157 _ 

uC-zmflmo!7240a04bl 

BLASTN 

gl839588 

61 

1.0e-25 

116 

88 

PRm 3=chitinase {clone CHEM 5} [Zea mays=maize, cv. INRA 
258, mercuric chloride-treated, leaves, raRNA Partial, 945 
nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309158 

uC-zmflmol7240a05bl 

BLASTN 

g2641618 

59 

1.0e-24 

146 

87 

Zea mays ubiquitin-conjugating enzyme protein E2 
mRNA, complete cds 



(ubc7) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



309159 

uC-zmflmol7240al2bl 

BLASTX 

gl352830 

162 

5.0e-13 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



99 
55 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_104 9253 (U36436) vacuolar ATPase 69 kDa 
subunit [Zea mays] 

309160 

uC- zmf Imo 1 7 2 4 Ob 0 6b 1 

BLASTN 

g2370460 

62 

3.0e-26 

166 

86 

Sorghum bicolor mRNA for putative glycoprotein 
309161 

uC-zmflmol7240b07bl 

BLASTX 

g498643 

547 

4.0e-56 

143 

80 

(U10270) G-box binding factor 1 [Zea mays] 
309162 

uC-zmflmol7240d07bl 

BLASTX 

g4559351 

268 

2.0e-23 

163 

35 

(AC006585) hypothetical protein [Arabidopsis thaliana] 
309163 

uC- zmf Imo 17240f01bl 

BLASTX 

gll2994 

318 

4.0e-31 

81 

93 

GLYCINE-RICH RNA- BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

309164 

uC-zmflmol7240f08bl 

BLASTX 

g2281705 

290 

5.0e-26 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151 
43 

(AF013979) ethylene responsive factor [Oryza sativa] 
309165 

uC-zmflmol7240f09al 

BLASTN 

g4160401 

222 

1.0e-121 

310 

93 

Zea mays eIF-5 gene, exons 1-2 
309166 

uO zmf lino 17240g03bl 

BLASTX 

g3258569 

217 

2.0e-17 

108 

46 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 



Seq. No. 


309167 


Seq. ID 


uC-zmflmol7240g05al 


Method 


BLASTX 


NCBI GI 


g4006871 


BLAST score 


171 


E value 


4.0e-12 


Match length 


72 


% identity 


51 


NCBI Description 


(Z99707) patatin-like protein 


Seq. No. 


309168 


Seq. ID 


uC-zmflmol7240g05bl 


Method 


BLASTX 


NCBI GI 


g4335745 


BLAST score 


248 


E value 


4.0e-21 


Match length 


141 


% identity 


39 


NCBI Description 


(AC006284) putative hydrolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

309169 

uC-zmflmol7240h!2bl 

BLASTX 

gl621268 

546 

6.0e-56 

127 

78 

(Z81012) unknown [Ricinus communis] 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



309170 

uC- zmf lmo 17241b09al 

BLASTN 

gl68434 

52 

1.0e-20 

60 

97 

Z.mays catalase isozyme 3 (CAT-3) 



mRNA, complete cds 



309171 

uC-zmflmol7241e01al 

BLASTN 

g4234851 

301 

1.0e-169 

333 

97 

Zea mays copia-like retrotransposon Sto-4 f partial sequence 
309172 

uC-zmflmol7242b07bl 

BLASTX 

g485742 

489 

3.0e-49 . 
112 
88 

(L32791) pyrophosphatase [Beta vulgaris] 
309173 

uC-zmflmol7242bllbl 
BLASTX 
g4539333 
193 

6.0e-19 
121 
53 

(AL035539) putative amino acid transport protein 
[Arabidopsis thaliana] 

309174 

uC-zmflmol7242bl2bl 
BLASTN 
g4007864 
234 

1.0e-129 
342 
28 

Zea mays HRGP gene, AC1503 line 
309175 

uC-zmflmol7242gl2bl 
BLASTX 
g4580990 
323 

7.0e-30 



43986 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144 
42 

(AF120335) putative transposase [Arabidopsis thaliana] 
309176 

uC-zmflmol7242h08bl 

BLASTX 

g2443887 

262 

1.0e-22 

151 

45 

(AC002294) Similar to transcription factor 
gb_Z46606_1658307 and others [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. *~ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309177 

uC- zmf Imo 17243d02al 

BLASTX 

g3063445 

147 

3.0e-09 

70 

49 

(AC003981) F22013.7 



[Arabidopsis thaliana] 



309178 

uC-zmflmol7244c08al 

BLASTN 

g22312 

154 

3.0e-81 

248 

82 

Maize ABA-inducible gene for glycine-rich protein ( ABA 
abscisic acid) 

309179 

uC-zmflmol7244gl2al 

BLASTN 

gll85553 

78 

6.0e-36 

156 

47 

Zea mays glyceraldehyde-3-phosphate dehydrogenase (gpc2) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309180 

uC-zmflmol7245al2bl 

BLASTX 

g3335349 

158 

7.0e-16 

136 
43 

(AC004512) Similar to gb_U46691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens. ESTs 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_T42908, gb_AA586170 and gb_AA395125 come from this gene. 
[Arabidopsis thaliana] 

309181 

uC- zmf lmo 1 7 2 4 5bl lb 1 

BLASTN 

g3821780 

34 

2.0e-09 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
309182 

uC-zmflmol7245c03bl 

BLASTN 

g4007864 

51 

5.0e-20 

67 

94 

Zea mays HRGP gene, AC1503 line 
309183 

uC- zmf lmo 1 7 2 4 5d0 6bl 

BLASTX 

g4220475 

175 

4.0e-13 

74 

47 

(AC006069) hypothetical protein [Arabidopsis thaliana] 
309184 

uC-zmflmol7245dl0al 

BLASTX 

gl00598 

382 

2.0e-38 
115 
76 

ubiquitin / ribosomal protein S27a-1 
(M60175) ubiquitin [Hordeum vulgare] 



barley >gi 167073 



309185 

uC-zmflmol7245gl0bl 

BLASTX 

gll5771 

469 

5.0e-47 

117 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X147 94) chlorophyll a/b-binding 
preprotein {AA 1 - 262) [Zea mays] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309186 

uC-zmflmol7246a07bl - - 

BLASTX 

g3913018 

160 

5.0e-ll 

44 
75 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309187 

uC-zmflmol724 6c03bl 

BLASTN 

g257040 

259 

1.0e-144 

362 

71 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309188 

uC-zmflmol7246c05bl 

BLASTX 

gl076746 

256 

4.0e-24 

66 

87 

heat shock protein 70 - rice (fragment) 

>gi__763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309189 

uC-zmflmol724 6c07bl 

BLASTX 

g2394306 

237 

2.0e-20 

65 

65 

(AF017269) 73 kDA subunit of cleavage and polyadenylation 
specificity factor [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309190 

uC-zmf lmol724 6dl0bl 

BLASTX 

g4204259 

433 

7.0e-43 

114 

73 

(AC005223) 18074 [Arabidopsis thaliana] 



Seq. No. 



309191 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



uC-zmf lmo!724 6f 02bl 

BLASTX 

g4206306 

284 

5.0e-26 

60 

87 

(AF049110) prpol [Zea mays] 
309192 

uC-zmf lmol724 6h05bl 

BLASTX 

g3281853 

301 

2.0e-27 

93 

62 

(AL031004) putative protein 



[Arabidopsis thaliana] 



309193 

uC-zmflmol7248a08al 

BLASTN 

g22091 

49 

4.0e-19 

93 

89 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
309194 

uC-zmflmol7248bl0bl 

BLASTX 

g2499819 

223 

2.0e-18 

96 

59 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

309195 

uC-zmflmol7248bl2bl 

BLASTX 

g2832641 

163 

2.0e-ll 

94 

40 

(AL021710) glycolate oxidase - like protein [Arabidopsis 
thaliana] 

309196 

uC-zmflmol7248cl2bl 
BLASTX 



43990 



NCBI GI 


g28943C)8 


BLAST score 


167 


E value 


1 fi»-94 
1 • Uc — ft 




Q9 
y 


% identity 


lO 




^iiUi — OOOUJ puiyuijigu.lt.iri L^^^O LI cilia. ucUJa.GUill J 


oeq. NO, 


ju y iy / 




U.O 4ilUl 111LU1 / *± OUUJJJ1 


ruts? uii^Jki 


RT 


NCBI GI 


g4539346 


BLAST score 


144 


E value 


1 Do— 1 9 


L v iatcn 1 engL.il 


CM 

y 4 


~s 1a.enT.1ry 


4 / 


IN^OX UCOUJ — L£J < L v_^l I 


^nliU J J J j j y y> LL L. d L. _L V c piUU7i.1l [ril aJJ J-UUpoXo Ulla.XXa.ilcl j 


oeq . jno . 


ou y ±yo 


OCl^i XL-* 


nr-7Tnfl mni 794 RH1 9h1 

U.^ ZjILIX XlUkJX / jL. *i QlJ.XZ.Ju'X 


Mot hi no 1 


DJjfliJ 1 Z\ 


NCBI GI 


g4378875 


BLAST score 


302 


Hi Value 




lYiaT-cn lengun 


1 1 A 
114 


% identity 




ncbi Description 


(Ar:iz4oDU) aeita-iz aesaturase Lbrassica carmataj 


Seg. No. 


JOylyy 




ul, ziciiiiuoi / z4oeu / ai 


Lie L11UU 


LjXltiO J. A. 


NCBI GI 


g4539291 


BLAST score 


254 


E value 


C fin-')') 


ixLatcn lengtn 


lUo 


% identity 


4 / 


"K7/™ , T5 T T\a 0 /-» -y -i r^+- -? Art 

r\jL*x5i uescripLion 


^-HiiU4y4oU; putative protiein [/iraoiciopsis unaiianaj 


beg. jno. 


on do nn 


beg. lu 


uu — zmnitioi / z4oeuyai 


Mot* "h 


OXxriO X IN 


NCBI GI 


g22091 


BLAST score 


284 


rii value 


i . ue—io y 


TviT ^ 4— Vi 1 -r> V\ 

lxiaxcn lenytn 


o4 u 


% identity 


y / 


iN^Di LicscripLion 


Z • diploperennis gene for hydroxyproline—rich glycoprot* 


beg. wo. 


o n o o m 

ouyzui 


oeg. ±u 


.^o^^f ] m^l TO/I Qcil OKI 

zniriiTioi / ^^oeiiDi 


MoT" Vi oH 

lit? L.1H-/H 


RT aQTY 


NCBI GI 




BLAST score 


180 


E value 


2.0e-13 


Match length 


98 


% identity 


45 


NCBI Description 


(AC005168) putative hydroxymethylglutaryl-CoA lyase 



precursor [Arabidopsis thaliana] 



43991 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



309202 

uC-zmflmol7248f03bl 

BLASTX 

g4538929 

270 

1.0e-23 

73 

66 

(AL049483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

309203 

uC-zmflmol7248h07bl 

BLASTX 

g2827002 

450 

7.0e-45 

139 

69 

(AF005993) HSP70 [Triticum aestivum] 
309204 

uC-zmflmol7248h09bl 

BLASTX 

g70645 

520 

4.0e-53 

131 

18 

ubiquitin precursor - garden pea >gi_20589__emb_CAA34 886_ 
(X17020) polyubiquitin (AA 1-381) [Pisum sativum] 
>gi_4115339 (L81142) ubiquitin [Pisum sativum] 
>gi_226707_prf 1603402A poly-ubiquitin [Pisum sativum] 

309205 

uC-zmflmol7249e03al 

BLASTX 

g3786007 

173 

2.0e-12 

92 

42 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
309206 

uC-zmflmo!7250c06al 

BLASTN 

g483409 

131 

9.0e-68 

167 

95 

Zea Mays calmodul in-binding protein mRNA, 3' end 
309207 

uC-zmflmol7251a01al 



43992 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl653449 

693 

2.0e-73 

141 
94 

(D90913) 



alpha-isopropylmalate synthase [Synechocystis sp.] 



309208 

uC-zmflmol7251a02al 

BLASTN 

gl652225 

392 

0.0e+00 

428 

98 

Synechocystis sp. PCC6803 complete genome, 6/27, 
630555-781448 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309209 

uC-zmflmol7251a04al 

BLASTN 

gl001396 

323 

0.0e+00 

347 

98 

Synechocystis sp. PCC6803 complete genome, 18/27, 
2267260-2392728 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309210 

uC-zmflmol7251a05al 

BLASTN 

gl653348 

293 

1.0e-164 

348 
96 

Synechocystis sp. PCC6803 complete genome, 
1848242-1991549 



15/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309211 

uC-zmflmol7251a06al 

BLASTN 

gl001701 

339 

0.0e+00 

387 

96 

Synechocystis sp. PCC6803 complete genome, 23/27, 
2868767-3002965 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



309212 

uC-zmflmol7251a07al 

BLASTX 

gl651698 

198 



43993 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-15 

63 
63 

(D90899) 



hypothetical protein [Synechocystis sp.] 



309213 

uC-zmflmol7251b08al 

BLASTN 

gl001102 

447 

0.0e+00 

455 

100 

Synechocystis sp. PCC6803 complete genome, 
2539000-2644794 



20/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309214 

uC-zmflmol7251c01al 

BLASTN 

gl652225 

393 

0.0e+00 

409 

99 

Synechocystis sp. PCC6803 complete genome, 
630555-781448 



6/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



309215 

uC-zmflmol7251c02al 

BLASTX 

gl001327 

450 

5.0e-45 

106 

84 

(D64006) ExsB [Synechocystis sp.] 
309216 

uC-zmflmol7251c04al 

BLASTX 

gl001598 

495 

3.0e-50 

118 

86 

(D64000) transposase [Synechocystis sp.] 
>gi_1651758_dbj_BAA16686_ (D90899) transposase 
[Synechocystis sp.] >gi_1652984_dbj_BAA179Ql_ (D90910) 
transposase [Synechocystis sp. ] >gi_l 6530 64_dbj_BAA17 981 
(D90910) transposase [Synechocystis sp.] 
>gi_1653236_dbj__BAA18151_ (D90912) transposase 
[Synechocystis sp.] >gi_1653394_dbj_BAA18308_ (D90913) 
transposase [Synechocystis sp.] >gi_1653686_dbj_BAA18598 
(D90915) transposase [Synechocystis sp.] 

309217 

uC-zmflmol7251c06al 



43994 



TUT /-\ 4— Vi /~n 


.DJ-ifiO ±1N 


MPDT r*T 


gi Djj4 / / 


BLAST score 


404 


E value 


0.0e+00 


Match length 


A *3 C 
4.30 


% identity 




NCBI Description 


bynecnocystis sp. PCuooUJ 




l yyiDou zij/iOo 


Seq. No. 


o n no i o 


beq. ID 


uu-zmriinoi /zolcUoal 


jyietnoa 


OJ_lH.O 1 LN 




giuui / ui 


BLAST score 


439 


E value 


0.0e+00 


Match length 


A A 7 


% identity 


inn 

luu 


NCBI Description 


Synecnocystis sp. PCCoouo 






Seq, No. 


309219 


Seq. ID 


uC- zmr Imol 7 2 5 lcl 0 a 1 


Method 


rS-biib I A 


NCBI GI 


gl477448 


BLAST score 


304 


E value 


6. Oe-37 


Match length 


93 


% identity 


89 


NLbi Description 


(xyfooyy) magnesium chelat; 


Seq. No. 


309220 


beq. ID 


uc-zmrlmol /2olctU2al 


Method 


tsliAb IN 




nn i yi q a 
glUU14o4 


BLAST score 


458 


E value 


0.0e+00 


Match length 


4o2 


% identity 


100 


NCBI Description 


Synechocystis sp. PCC6803 




2jyz /2y-2oobyyy 


Seq. No. 


o o n o o 1 

309221 


Seq. ID 


uC-zmf Imol7251d04al 


JXle unoct 


BLAbTN 


INLrSl bl 


_i nm o nn 

giuui2uu 


BLAST score 


297 


E value 


1.0e-166 


Match length 


318 


% identity 


98 


NCBI Description 


Synechocystis sp. PCC6803 




2 /55703-2868766 


Seq. No. 


309222 


Seq. ID 


uC-zmflmol7251d07al 


Method 


BLASTN 


NCBI GI 


gl651897 


BLAST score 


462 



16/27, 



complete genome, 23/27, 



43995 



'E value 
Match length 
% identity 
NCBI Description 



0.0e+00 

474 

99 

Synechocystis sp. 
271600-402289 



PCC6803 complete genome, 3/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309223 

uC-zmflmol7251dllal 

BLASTN 

gl652844 

458 

0.0e+00 

466 

100 

Synechocystis sp. PCC6803 
1311235-1430418 



complete genome, 11/27, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 



309224 

uC-zmflmol7251e01al 

BLASTN 

gl001200 

355 

0.0e+00 

387 
98 

Synechocystis sp. PCC6803 complete genome, 22/27, 
2755703-2868766 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309225 

uC-zmflmol7251e02al 

BLASTX 

g!653693 

220 

2.0e-18 

59 

66 

(D90915) hypothetical protein 



[Synechocystis sp.] 



309226 

uC-zmflmol7251e04al 

BLASTN 

gl652360 

400 

0.0e+00 

429 

98 

Synechocystis sp. PCC6803 complete genome, 
781449-920915 



7/27, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309227 

uC-zmflmol7251e05al 

BLASTX 

gl673303 

292 

3.0e-26 

59 

98 



43996 



NCBI Description (D64001) transposase [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309228 

uC-zmflinol7251e07al 

BLASTN 

gl001612 

342 

0.0e+00 

428 

93 

Synechocystis sp. PCC6803 complete genome, 21/27, 
2644795-2755702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI Description 



309229 

uC-zmflmol7251e09al 

BLASTX 

gl653644 

619 

1.0e-64 

154 

80 

(D90915) high-affinity branched-chain amino acid transport 
protein BraE [Synechocystis sp.] 

309230 

uC-zmflmol7251el0al 

BLASTX 

gl652790 

607 

4.0e-63 

120 

98 

(D90908) sugar fermentation stimulation protein 
[ Synechocystis sp . ] 

309231 

uC-zmflmol7251f01al 

BLASTX 

gl651888 

576 

1.0e-59 

116 
96 

(D90900) peptide methionine sulfoxide reductase 
[Synechocystis sp.] 

309232 

uC-zmflmol7251f04al 

BLASTX 

gl001708 

846 

4.0e-91 

164 

98 

(D64004) NifS [Synechocystis sp.] 



Seq. No. 



309233 



43997 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7251f05al 

BLASTN 

gl653715 

486 

0.0e+00 

551 

97 

Synechocystis sp. PCC6803 complete genome, 26/27, 
3270710-3418851 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity , 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



309234 

uC-zmflmol7251f08al 

BLASTX 

gl651976 

653 

1.0e-68 

147 
88 

(D90901) CDP-glucose 4, 6-dehydratase [Synechocystis sp.] 
309235 

uC-zmflmol7251fllal 

BLASTX 

gl653455 

930 

1.0e-101 

183 

98 

(D90913) delta-l-pyrroline-5-carboxylate dehydrogenase 
[Synechocystis sp.] 

309236 

uC-zmflmol7251g02al 

BLASTN 

gl652725 

225 

1.0e-124 

229 

100 

Synechocystis sp. PCC6803 complete genome, 10/27, 
1188886-1311234 

309237 

uC-zmflmol7251g04al 

BLASTX 

g2496196 

157 

2.0e-10 

125 

38 

HYPOTHETICAL PROTEIN MJECS02 >gi_2129058_pir B64516 

hypothetical protein MJECS02 - Methanococcus jannaschii 
plasmid pURB801 >gi_1522636 (L77119) M. jannaschii 
predicted coding region MJECS02 [Methanococcus jannaschii] 

309238 

uC-zmflmol7251g05al 



43998 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gl653093 

410 

5.0e-40 

82 
99 

(D90911) 



hypothetical protein [Synechocystis sp.] 



309239 

uC-zmflmol7251g06al 

BLASTX 

g2496791 

508 

2.0e-51 

104 

93 

HYPOTHETICAL 20 
>gi_1001136 dbj 



1 KD PROTEIN SLR0053 

BAA10278_ (D64001) hypothetical protein 



[Synechocystis sp.] 
309240 

uC-zmflmol7251g07al 

BLASTN 

gl653715 

382 

0.0e+00 

398 

99 

Synechocystis sp. PCC6803 complete genome, 26/27, 
3270710-3418851 

309241 

uC-zmflmol7251g08al 

BLASTN 

gl653083 

333 

0.0e+00 

383 

99 

Synechocystis sp. PCC6803 complete genome, 13/27, 
1576593-1719643 

309242 

uC-zmflmol7251gl2al 

BLASTX 

gl001295 

424 

3.0e-47 

100 
94 

(D64006) sucrose phosphate synthase [Synechocystis sp. 
309243 

uC-zmflmol7251h07al 

BLASTX 

gl652513 

706 



43999 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-75 

143 

99 

(D90906) NADH dehydrogenase subunit 4 



[Synechocystis sp.] 



309244 

uC- zmf lmo 17251h09al 

BLASTN 

gl001396 

309 

1.0e-173 

338 
97 

Synechocystis sp. PCC6803 complete genome, 
2267260-2392728 



18/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309245 

uC-zmflmol7252a02al 

BLASTN 

gl001200 

509 

0.0e+00 & 

532 

99 

Synechocystis sp. PCC6803 complete genome, 
2755703-2868766 



22/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309246 

uC-zmflmol7252a03al 

BLASTX 

gl652160 

396 

1.0e-38 

82 

90 

(D90903) hypothetical protein [Synechocystis sp.] 



309247 

uC-zmflmol7252a07al 

BLASTN 

g!771977 

85 

2.0e-40 

141 

90 

Synechocystis sp. DNA photolyase 



(phrA) gene, complete cds 



309248 

uC-zmflmol7252a09al 

BLASTN 

gl652127 

364 

0.0e+00 

395 

99 

Synechocystis sp. PCC6803 complete genome, 5/27, 
524346-630554 



44000 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309249 . 

uC-zmflmol7252b01al 

BLASTN 

gl001102 

400 

0.0e+00 

408 

100 

Synechocystis sp. PCC6803 complete genome, 20/27, 
2539000-2644794 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309250 

uC-zmflmol7252b03al 

BLASTX 

gl001789 

769 

4.0e-82 

157 

94 

(D64005) PleD gene product 



[Synechocystis sp. ] 



Seq. No. 
Seq. ID 



309251 

uC-zmflmol7252b07al 

BLASTN 

gl001701 

213 

1.0e-116 

225 
99 

Synechocystis sp. PCC6803 complete genome, 23/27, 
2868767-3002965 

309252 

uC-zmflmol7252bllal 

BLASTX 

gl653736 

858 

1.0e-92 

168 

99 

(D90916) transcriptional regulatory protein [Synechocystis 
sp.] 

309253 

uC-zmflmol7252bl2al 

BLASTX 

g3122222 

717 

4.0e-76 

143 

99 

HISTIDINOL DEHYDROGENASE (HDH) >gi__1652156_dbj JBAA1708 0_ 
(D90903) histidinol dehydrogenase [Synechocystis sp.] 

309254 

uC-zmflmol7252c01al 



44001 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl652006 

494 

3.0e-50 

98 

94 

(D90901) 



UDPglucose 4-epimerase [Synechocystis sp.] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309255 

uC-zmflmol7252c05al 

BLASTX 

gl651708 

706 

8.0e-75 

137 

95 

(D90899) hypothetical protein [Synechocystis sp.] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309256 

uC-zmflmol7252c06al 

BLASTN 

gl001291 

297 

1.0e-166 

337 
97 

Synechocystis sp. PCC6803 
3138604-3270709 



complete genome, 25/27, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309257 

uC-zmflmol7252c08al 

BLASTX 

gl421161 

201 

1.0e-15 

95 

49 



NCBI Description Chain A, Fasciculin2 - Mouse Acetylcholinesterase Complex 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309258 

uC-zmflmol7252cl0al 

BLASTX 

gl652061 

317 

4.0e-29 

64 

98 

(D90902) hypothetical protein 



[Synechocystis sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309259 

uC-zmflmol7252cllal 

BLASTX 

g2499969 

216 

3.0e-17 

40 

100 



44002 



NCBI Description 



# 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT VIII 

>gi_2119842_pir A57482 photosystem I protein psal - 

Synechocystis sp. (PCC 6803) >gi_404812 (L24773) 
photosystem I small subunit [Synechocystis sp.] 
>gi_1653864_dbj_BAA18774_ (D90917) photosystem I subunit 
VIII [Synechocystis sp.] >gi_1944320_dbj__BAA19609_ (D38131) 
Psal [Synechocystis sp,] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309260 

uC-zmflmol7252d01al 

BLASTX 

gl652588 

505 

1.0e-53 

129 

86 

(D90906) protein kinase PknA [Synechocystis sp.] 
309261 

uC-zmflmol7252d04al 

BLASTN 

gl001291 

466 

0.0e+00 

473 

100 

Synechocystis sp. PCC6803 complete genome, 25/27, 
3138604-3270709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309262 

uC-zmflmo!7252d06al 

BLASTX 

g!653877 

210 

5.0e-17 

49 

90 

(D90917) hypothetical protein [Synechocystis sp.] 
309263 

uC-zmflmo!7252d07al 

BLASTN 

gl001396 

360 

0.0e+00 

412 

96 

Synechocystis sp. PCC6803 complete genome, 18/27, 
2267260-2392728 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



309264 

uC-zmflmol7252d08al 

BLASTN 

g!651897 

366 

0.0e+00 
378 



44003 



% identity 99 

NCBI Description Synechocystis sp. PCC6803 complete genome, 3/27 , 
271600-402289 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309265 

uC-zmflmol7252d09al 

BLASTX 

g2506309 

588 

4.0e-61 

116 

96 

CYTOCHROME C OXIDASE POLYPEPTIDE I {CYTOCHROME AA3 SUBUNIT 
1) (OXIDASE AA(3) SUBUNIT 1) >gi_1652367_dbj__BAA17289_ 
(D90905) cytochrome c oxidase subunit I [Synechocystis sp.] 

309266 

uC-zmflmol7252dllal 

BLASTX 

gl652731 

308 

3.0e-28 

64 

94 

(D90908) hypothetical protein [Synechocystis sp.] 
309267 

uC-zmflmol7252dl2al 

BLASTN 

g!653836 

193 

1.0e-104 

252 

94 

Synechocystis sp. PCC6803 complete genome, 27/27, 
3418852-3573470 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309268 

uC-zmflmol7252e01al 

BLASTX 

gl001685 

394 

4.0e-38 

76 

100 

(D64002) heterodisulfide reductase subunit B [Synechocystis 
sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



309269 

uC-zmflmol7252e02al 

BLASTN 

gl001200 

298 

1.0e-167 

358 

96 

Synechocystis sp. PCC6803 complete genome, 22/27, 



44004 



2755703-2868766 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309270 

uC-zmflmol7252e03al 

BLASTN 

gl653348 

203 

l.Ge-110 

243 
96 

Synechocystis sp. PCC6803 complete genome, 
1848242-1991549 



15/27, 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309271 

uC-zmflmo!7252e04al 

BLASTN 

gl652618 

507 

0.0e+00 

539 

99 

Synechocystis sp. PCC6803 complete genome, 
1056467-1188885 



9/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309272 

uC-zmflmol7252e05al 

BLASTN 

gl653228 

412 

0.0e+00 

428 

99 

Synechocystis sp, PCC6803 complete genome, 14/27, 
1719644-1848241 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309273 

uC-zmflmol7252e06al 

BLASTX 

g3024481 

408 

5.0e-40 

83 

96 

PHOSPHORIBOSYLAMINE — GLYCINE LIGASE (GARS) (GLYCINAMIDE 
RIBONUCLEOTIDE SYNTHETASE) (PHOSPHORIBOSYLGLYCINAMIDE 
SYNTHETASE) >gi_1653412_dbj_BAA18326_ (D90913) glycinamide 
ribonucleotide synthetase [Synechocystis sp.] 

309274 

uC-zmflmol7252e07al 

BLASTX 

gl001645 

503 

6.0e-51 

100 

99 

(D64002) hypothetical protein [Synechocystis sp.] 



44005 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309275 

uC-zmflmol7252e08al 

BLASTN 

gl001291 

178 

8.0e-96 

194 

98 

Synechocystis sp. PCC6803 
3138604-3270709 



complete genome, 25/27 , 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309276 

uC-zmflmol7252ellal 

BLASTX 

g3024729 

910 

1.0e-98 

178 

97 

THIAMIN BIOSYNTHESIS PROTEIN THIC >gi_1208488_dbj_BAA1065< 
(D64004) ThiC protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309277 

uC-zmflmol7252f03al 

BLASTN 

gl653477 

439 

0.0e+00 

487 

98 

Synechocystis sp. PCC6803 complete genome, 
1991550-2137258 



16/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309278 

uC-zmflmol7252f04al 

BLASTX 

gl652262 

362 

1.0e-34 

74 
96 

(D90904) cytochrome oxidase d 



309279 

uC-zmflmol7252f08al 

BLASTN 

gl001396 

255 

1.0e-141 

323 

40 

Synechocystis sp. PCC6803 
2267260-2392728 



subunit I [Synechocystis sp.] 



complete genome, 18/27, 



Seq. No. 
Seq. ID 



309280 

uC-zmflmol7252fl0al 



44006 



Method 


BLASTX 


NCBI GI 


gl653939 


BLAST score 


684 


ill V d-L LLC 




Mafph 1 on rri - h 
rjaLL>n xeiiy 


140 


0 xvj.ciiL.XL,y 




NCBI De^rrinti nn 


(090917^ HrFniR f c ^\/nor'hrir'vc:1- -i ct qa 1 




^0Q98 1 
O X 




n p_ -zTri -Fl mn1 79R9-F1 1 a1 
ZllLXXIlUJX / Z J^Illdl 


Method 


BLASTX 


NCBI GI 


gl653942 


BLAST score 


690 


J_ 1 v aJ. UC 




Match length 


129 


§r t H fan +■ H "H\7 




IxvDX L/C O L^-'L.XLJll 


^u^uji / j xiypu die Licai protein l oynecnocysc . 








ul ""ZiTir xiuo x / zozguiax 


Method 




NCBI GI 


gl651650 


BLAST score 


118 


Jii v d-L uc 




Match lenoth 


222 




0 y 




oynecnocys tis sp. jtUudouj coinpxere genome f 






Qorr TP. 


uu zinrxiu.ox / zozguzai 


Method 


DiiflO X 1M 


NCBI GI 


U1UJ1 / UvJ 


BLAST score 


419 


E value 


0.0e+00 






% identitv 


100 


inudx uc 0 unp 1. 1 on 


oynecnocysuis sp. iruuDouo coznpiere genome/ 




1 ^?fi^0— 971 RQQ 


Qcxrr KTr<i 
OfcitJ. JNO . 




»-> vSV^ • X U 


uv^ ^iux xiuox / o^guoax 


Method 


ijxxrio 1A 


IN X VI X 


rrOA QA 1 4 Q 
y ^fi ft Xft ^ 


BLAST score 


294 


E value 


6.0e-27 


Ma +• /~tV» ~\ on fr+* V* 
i v iciLwii xtJiiy uii 


CJ 0 




0 


iNv^Dx uesciipiion 


uina rKxiXLAoiii >gi XDD0014 ax)j oAAlozzy (DyU: 










Sea TD 


nr-7mf 1 mnl 79^9(^07^1 

Ll^ ^ILLXXlLLf X / 4 J^VjvJ / CtX 


Method 


BLASTX 


NCBI GI 


gl653189 


BLAST score 


613 


E value 


5.0e-64 


Match length 


139 



44007 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

(D90911) D-alanyl-D-alanine carboxypeptidase [Synechocystis 
sp.] 

309286 

uC-zmflmol7252g09al 

BLASTN 

gl653083 

353 

0.0e+00 

393 

97 

Synechocystis sp. PCC6803 complete genome, 13/27, 
1576593-1719643 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309287 

uC-zmflmol7252gl0al 

BLASTX 

g3183456 

739 

1.0e-78 

159 

91 

HYPOTHETICAL 38 
>gi_1653689 dbj 



[Synechocystis sp.] 
309288 

uC-zmflmol7252h05al 

BLASTX 

glOOUSO 

434 

2.0e-43 

90 

96 

(D64001) 
sp.] 



3 KD PROTEIN SLR1938 

BAA18601_ (D90915) hypothetical protein 



general secretion pathway protein E [Synechocystis 



Seq. No. 


309289 


Seq. ID 


uC-zmflmol7252h07al 


Method 


BLASTX 


NCBI GI 


gl652666 


BLAST score 


333 


E value 


9.0e-32 


Match length 


73 


% identity 


93 


NCBI Description 


(D90907) glycogen phosphorylase [Synechocystis sp.] 


Seq. No. 


309290 


Seq. ID 


uC-zmflmol7252h!0al 


Method 


BLASTX 


NCBI GI 


gl31406 


BLAST score 


659 


E value 


2.0e-69 


Match length 


135 


% identity 


95 


NCBI Description 


NADH- UBIQUINONE OXIDOREDUCTASE SUBUNIT K HOMOLOG 1 



44008 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_79727_pir S04437 psbGl protein - Synechocystis sp. 

(PCC 6803) >gi_4 8047_emb_CAA354 85_ (X17439) PSII-G protein 
(AA 1 - 248) [Synechocystis PCC6803] 
>gi_1653370_dbj_BAA18284_ (D90913) NADH-ubiquinone 
oxidoreductase subunit PsbG [Synechocystis sp.] 

309291 

uC-zmflmol7253a02al 

BLASTX 

gl652457 

500 

6.0e-51 

99 
96 

(D90905) rehydrin [Synechocystis sp.] 
309292 

uC-zmflmo!7253a03al 

BLASTN 

gl651897 

444 

0.0e+00 

480 

98 

Synechocystis sp. PCC6803 complete genome, 3/27, 
271600-402289 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309293 

uC-zmflmol7253a05al 

BLASTX 

gl001553 

417 

6.0e-41 

76 
100 

(D64000) hypothetical protein [Synechocystis sp.] 
309294 

uC~zmflmol7253a06al 

BLASTN 

gl653715 

215 

1.0e-118 

247 

97 

Synechocystis sp. PCC6803 complete genome, 26/27, 
3270710-3418851 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



309295 

uC-zmflmol7253a09al 

BLASTN 

gl653348 

505 

0.0e+00 

533 

99 

Synechocystis sp. PCC6803 complete genome, 15/27,' 



44009 



1848242-1991549 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309296 

uC-zmflmol7253b02al 

BLASTN 

gl001484 

177 

4.0e-95 

253 
93 

Synechocystis sp. PCC6803 complete genome, 
2392729-2538999 



19/27, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length , 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309297 

uC-zmflmol7253b05al 

BLASTX 

gl651766 

235 

9.0e-20 

46 

98 

(D90899) hypothetical protein [Synechocystis sp.] 
309298 

uC-zmflmol7253b06al 

BLASTN 

gl653604 

446 

0.0e+00 

481 

98 

Synechocystis sp. PCC6803 complete genome, 17/27, 
2137259-2267259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309299 

uC-zmflmol7253b08al 

BLASTN 

gl653836 

273 

1.0e-152 

342 

94 

Synechocystis sp. PCC6803 complete genome, 27/27, 
3418852-3573470 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



309300 

uC-zmflmol7253b09al 

BLASTX 

g!001641 

694 

2.0e-73 

143 

97 

(D64002) hypothetical protein [Synechocystis sp.] 
309301 

uC-zmflmol7253c01al 



44010 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2829607 

448 

7.0e-45 

98 
86 

D - ALAN I NE — D- ALAN INE LIGASE ( D-ALANYLALANINE SYNTHETASE) 
>gi_1652758_dbj_BAA17677_ (D90908) D-alanine : D-alanine 
ligase-related protein [Synechocystis sp.] 

309302 

uC-zmflmol7253c02al 

BLASTN 

gl653604 

153 

6.0e-81 

165 
98 

Synechocystis sp. PCC6803 complete genome, 17/27, 
2137259-2267259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309303 

uC-zmflmol7253c03al 

BLASTN 

gl651768 

471 

0.0e+00 

483 

99 

Synechocystis sp. PCC6803 complete genome, 2/27, 
133860-271599 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



309304 

uC-zmflmol7253c04al 

BLASTX 

g!706336 

711 

2.0e-75 

141 

98 

UROPORPHYRINOGEN DECARBOXYLASE >gi_1001337_db j_BAA10824_ 
(D64006) uroporphyrinogen decarboxylase [Synechocystis sp.] 

309305 

uC-zmflmol7253c07al 

BLASTX 

gl001715 

376 

4.0e-36 

90 

80 

(D64004) hypothetical protein [Synechocystis sp.] 
309306 

uC-zmflmol7253c09al 

BLASTX 

g731325 



44011 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305 

7.0e-28 

56 

100 

HYPOTHETICAL 9.0 KD PROTEIN IN AROC 3 ' REGION 

>gi_1075615_pir B49316 aroC 3' -region hypothetical protein 

- Synechocystis sp >gi_452799_emb_CAA47 85 6_ (X67516) orf81 
[Synechocystis sp.] 

309307 

uC-zmflmol7253cl0al 

BLASTN 

gl001291 

249 

1.0e-138 

269 

98 

Synechocystis sp. PCC6803 complete genome, 25/27, 
3138604-3270709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309308 

uC- zmf lmo 1725 3d0 1 al 

BLASTN 

gl651768 

426 

0.0e+00 

430 

100 

Synechocystis sp. PCC6803 complete genome, 
133860-271599 



2/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309309 

uC-zmflmol7253d02al 

BLASTX 

gl001476 

657 

4.0e-69 

141 

93 

(D63999) 3-ketoacyl-acyl carrier protein reductase 
[Synechocystis sp.] 

309310 

uC- zmf lmo 1725 3d0 3 al 

BLASTN 

g!652127 

386 

0.0e+00 

407 

98 

Synechocystis sp. PCC6803 complete genome, 5/27, 
524346-630554 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309311 

uC- zmf lmo 1725 3d0 6a 1 

BLASTX 

g2494061 



44012 



BLAST score 


781 


E value 


1.0e-83 


Match length 


154 


% identity 


97 


NCBI Description 


PUTATIVE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HYDRO FLAVONOL - 4 - RE DUC TAS E (DFR) 
( DIHYDROKAEMPFEROL 4 -REDUCTASE ) >gi_l 65231 6__db j _BAA1 7 2 3 9_ 
(D90904) dihydroflavonol 4-reductase [Synechocystis sp.] 

309312 

uC-zmflmol7253d08al 

BLASTN 

gl653348 

416 

0.0e+00 

456 

98 

Synechocystis sp. PCC6803 complete genome, 15/27, 
1848242-1991549 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309313 

uC-zmflmo!7253d09al 

BLASTX 

gl651723 

617 

3.0e-64 

118 

99 

(D90899) phosphoglycerate mutase [Synechocystis sp.] 
309314 

uC-zmflmol7253dllal 

BLASTX 

gl208483 

481 

2.0e-48 

165 

85 

(D64004) hypothetical protein [Synechocystis sp.] 
309315 

uC- zmf Imo 17253e01al 

BLASTN 

gl652360 

165 

5.0e-88 

221 

95 

Synechocystis sp. PCC6803 complete genome, 7/27, 
781449-920915 



Seq". No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



309316 

uC-zmflmol7253e04al 

BLASTX 

g96774 

169 

1.0e-ll 

128 



44013 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

hypothetical protein - Salmonella typhimurium 
309317 

uC-zmflmol7253e06al 

BLASTX 

gl652076 

341 

5.0e-32 

63 

98 

(D90902) hypothetical protein [Synechocystis sp.] 
309318 

uC-zmflmol7253ellal 

BLASTX 

g2495354 

736 

2.0e-78 

149 

99 

DNAK PROTEIN 1 (HEAT SHOCK PROTEIN 70) (HSP70) 
>gi_1001148_dbj_BAA10290_ (D64001) DnaK [Synechocystis sp.] 

309319 

uC-zmflmol7253f01al 

BLASTX 

gl653061 

452 

2.0e-45 

94 

90 

(D90910) squalene-hopene-cyclase [Synechocystis sp. ] 
309320 

uC-zmflmol7253f05al 

BLASTX 

g3123109 

774 

9.0e-83 

156 

97 

HYPOTHETICAL 69.1 KD PROTEIN SLL1178 

>gi_1653353_dbj_BAA18267__ (D90913) nodulation protein 
[Synechocystis sp*] 

309321 

uC-zmflmol7253f07al 

BLASTN 

gl652225 

265 

1.0e-147 

309 

96 

Synechocystis sp. PCC6803 complete genome, 6/21, 
630555-781448 



44014 



beq. no. 




c orT t n 

beq. XJJ 




W[pf Tr\ aH 
1 It; U1J.\JV_1 


0-I_l.fi v_? X IN 






BLAST score 


246 


E value 


1.0e-136 




274 


&■ i <"i ^ n "t" i "I - ^ t 


Q7 


JNOoX Ucbuiiptiuii 






llOOOOU IJilLJl 


beg* no. 




CIq/t T n 


nP--7Tnf1 Tnn179 c l^f : in^1 
U>V_, ZIU J_ JLILLiJ X / iJJliUQl 


JXlc LIlUU. 




NCBI GI 


gl653576 


BLAST score 


353 


E value 




Mafph 1 on rci - Vi 

HQ L. J. XCHy L.11 


76 


^ laenuxry 


Q9 




(n90Q14^ h vrm^hh^t "i ra 1 nrrchpi n rSvnechocvstis 


beq. NO. 




beq. xu 


__IU_. -LIILO J- f iJjyUOai 




RT.A^TY 

JDJ-t-"lO 1 _\ 


NTfRT ftT 

L1IUD± VJ-L 




BLAST score 


364 


E value 


3.0e-35 


Match length 


75 


% identity 


95 


NCBI Description 


HYPOTHETICAL 17.7 KD PROTEIN SLR1419 



>gi_1653717_cibj_BAA18628_ (D90916) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309325 

uC-zmflmol7253gllal 

BLASTX 

g3025124 

291 

8.0e-27 

64 

89 

HYPOTHETICAL '17.7 KD PROTEIN SLR1419 

>gi_1653717_dbj_BAA18628_ (D90916) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309326 

uC-zmflmol7253h03al 

BLASTX 

gl651845 

682 

4.0e-72 

136 

99 

(D90900) hypothetical protein [Synechocystis sp.] 
>gi_1096875_prf 2112351B ccmN gene [Synechocystis sp. 



Seq. No. 



309327 



44015 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



uC-zmflmol7253h07al 

BLASTN 

gl652225 

287 

1.0e-160 

337 
96 

Synechocystis sp. PCC6803 complete genome, 
630555-781448 



6/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309328 

uC-zmflmol7253h09al 

BLASTN 

gl653083 

310 

1.0e-174 

343 

97 

Synechocystis sp. PCC6803 complete genome, 13/27, 
1576593-1719643 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309329 

uC- zmf lmo 17255a01bl 

BLASTN 

g!001102 

314 

1.0e-176 

366 
96 

Synechocystis sp. PCC6803 complete genome, 
2539000-2644794 



20/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309330 

uC-zmflmo!7255a02al 

BLASTX 

g!653382 

462 

3.0e-46 

91 
99 

(D90913) hypothetical protein ^Synechocystis sp.] 
309331 

uC-zmflmol7255a02bl 

BLASTN 

gl001701 . 

475 

0.0e+00 

510 

98 

Synechocystis sp. PCC6803 complete genome, 23/27, 
2868767-3002965 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309332 

uC-zmflmol7255a03bl 

BLASTX 

gl651818 



44016 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



814 

2.0e-87 

164 

98 

(D90900) MorR protein [Synechocystis sp.] 
309333 

uC-zmflmol7255a04bl 

BLASTN 

gl652360 

192 

1.0e-104 

271 

93 

Synechocystis sp. PCC6803 complete genome, 7/27, 
781449-920915 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309334 

uC-zmflmol7255a05bl 

BLASTN 

g!653715 

478 

0.0e+00 

559 

97 

Synechocystis sp. PCC6803 complete genome, 
3270710-3418851 



26/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309335 

uC-zmflmol7255a06bl 

BLASTN 

gl653836 

454 

0.0e+00 

482 

99 

Synechocystis sp. PCC6803 complete genome, 27/27, 
3418852-3573470 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



309336 

uC-zmflmol7255a07bl 

BLASTX 

g2495391 

798 

2.0e-85 

174 

94 

PROBABLE NITROGEN ASSIMILATION TRANSCRIPTIONAL ACTIVATOR 
>gi_1653610_dbj_BAA18522_ (D90915) transcriptional 
activator protein NtcB [Synechocystis sp.] 

309337 

uC-zmflmol7255allbl 

BLASTN 

gl652492 

382 

0.0e+00 



44017 



Match length 

% identity 

NCBI Description 



450 
96 

Synechocystis sp. 
920916-1056466 



PCC6803 complete genome, 8/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309338 

uC-zmflmol7255al2bl 

BLASTX 

g3122863 

613 

8.0e-64 

148 

86 

D-3-PHOSPHOGLYCERATE DEHYDROGENASE 
>gi_1652961_dbj_BAA17878_ (D90910) 
dehydrogenase [Synechocystis sp.] 



(PGDH) 

phosphoglycerate 



309339 

uC- zmf lmol 7 2 5 5b0 3al 

BLASTX 

gl653669 

309 

3.0e-28 

67 

94 

(D90915) hypothetical protein [Synechocystis sp.] 
309340 

uC-zmflmol7255b04al 

BLASTX 

gl208487 

278 

1.0e-24 

57 

98 

(D64004) transposase [Synechocystis sp.] 



309341 

uC - zmf Imo 1 7 2 5 5b 0 8 a 1 

BLASTX 

gl652329 

711 

2.0e-75 

152 

91 

(D90904) NADH dehydrogenase subunit 4 



[Synechocystis sp.] 



309342 

uC-zmflmol7255b09bl 
BLASTN - 
g!652725 
182 

5.0e-98 

226 

95 

Synechocystis sp. PCC6803 complete genome, 
1188886-1311234 



10/27, 



44018 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309343 

uC-zmflmol7255bl0al 

BLASTN 

gl653083 

398 

0.0e+00 

398 

100 

Synechocystis sp. PCC6803 complete genome , 
1576593-1719643 



13/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309344 

uC-zmflmol7255c04al 

BLASTN 

gl001102 

413 

0.0e+00 

440 

98 

Synechocystis sp. PCC6803 complete genome, 20/27, 
2539000-2644794 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309345 

uC-zmflmol7255c05al 

BLASTN 

g!653836 

385 

0.0e+00 

397 

99 

Synechocystis sp. PCC6803 complete genome, 27/27, 
3418852-3573470 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309346 

uC-zmflmol7255c07al 

BLASTX 

gl651785 

653 

1.0e-68 

128 

99 

(D90900) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309347 

uC-zmflmol7255d03al 

BLASTN 

gl652225 

428 

0.0e+00 

439 

100 

Synechocystis sp. PCC6803 complete genome, 
630555-781448 



6/27, 



Seq. No. 
Seq. ID 



309348 

uC-zmflmo!7255d05al 



44019 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl652235 

581 

3.0e-60 

131 

88 

(D90904) 



potassium channel [Synechocystis sp.] 



309349 

uC-zmflmol7255d06al 

BLASTX 

g2492610 

788 

2.0e-84 

160 

98 

ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 

BETA >gi_79730_pir JQ1238 zinc finger protein - 

Synechocystis sp >gi_217109_dbj_BAA00893_ (D10004) zinc 
finger protein [Synechocystis sp.] >gi_243477_bbs_7777 6 
(S77740) putative zinc finger protein [Synechocystis, PCC 
6803, Peptide, 326 aa] [Synechocystis] 

>gi_1001466_dbj_BAA10092_ (D63999) acetyl-CoA carboxylase 
beta subunit [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309350 

uC-zmflmol7255d07al 

BLASTN 

gl652618 

364 

0.0e+00 

388 

98 

Synechocystis sp. PCC6803 complete genome, 
1056467-1188885 



9/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309351 

uC-zmflmol7255d09al 

BLASTN 

gl652027 

158 

6.0e-84 

162 

99 

Synechocystis sp. PCC6803 
402290-524345 • 



complete genome, 4/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309352 

uC-zmflmol7255dl0al 

BLASTX 

gl30286 

504 

4.0e-51 

126 

79 

PLASTOCYANIN PRECURSOR >gi_97669_pir S13733 plastocyanin 

Synechocystis sp >gi_47402_emb_CAA38038_ (X54105) 



44020 



plastocyanin [Synechocystis PCC6803] 
>gi_1001599_dbj_BAA10227_ (D64000) plastocyanin 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309353 

uC-zmflmol7255dllbl 

BLASTN 

g!652725 

134 

1.0e-69 

182 
94 

Synechocystis sp. PCC6803 complete genome, 10/27 , 
1188886-1311234 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309354 

uC-zmflmol7255e01bl 

BLASTN 

gl652360 

241 

1.0e-133 

257 
98 

Synechocystis sp. PCC6803 complete genome, 1/21, 
781449-920915 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309355 

uC-zmflmol7255e02al 

BLASTN 

gl652360 

348 

0.0e+00 

383 

97 

Synechocystis sp. PCC6803 complete genome, 7/27, 
781449-920915 



Seq. No. 309356 

Seq. ID uC-zmflmol7255e03al 

Method BLASTX 

NCBI GI gl653558 

BLAST score 343 

E value 3.0e-32 

Match length 94 

% identity 80 

NCBI Description {D90914) hypothetical protein [Synechocystis sp.] 

Seq. No. 309357 

Seq. ID uC-zraflmol7255e04al 

Method BLASTX 

NCBI GI gl001663 

BLAST score 457 

E value 1.0e-45 

Match length 90 

% identity 99 

NCBI Description (D64002) rare lipoprotein A [Synechocystis sp.] 



44021 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309358 

uC-zmflmol7255e05al 

BLASTN 

gl651650 

106 

8.0e-53 

187 

88 

Synechocystis sp. PCC6803 complete genome, 



1/27, 1-133859 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309359 

uC-zmflmol7255e09al 

BLASTX 

g!652190 

743 

4.0e-79 

149 

10 

(D90903) Fat protein [Synechocystis sp.] 
309360 

uC-zmflmol7255e09bl 

BLASTX 

gl653558 

243 

4.0e-21 

50 
90 

(D90914) hypothetical protein [Synechocystis sp.] 
309361 

uC-zmflmol7255ellal 

BLASTX 

gl652104 

774 

9.0e-83 

155 

99 

(D90902) hypothetical protein [Synechocystis sp.] 
309362 

uC-zmflmol7255el2bl 

BLASTN 

gl653477 

379 

0.0e+00 

383 

100 

Synechocystis sp. PCC6803 complete genome, 16/27, 
1991550-2137258 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



309363 

uC-zmflmol7255f01bl 

BLASTX 

gl652746 

656 

4.0e-78 



44022 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 
89 

(D90908) 



hypothetical protein [Synechocystis sp.] 



309364 

uC-zmflmol7255f02al 

BLASTX 

gl653786 

492 

5.0e-53 

115 

94 

(D90916) mannose-l-phosphate guanyltransf erase 
[Synechocystis sp.] 

309365 

uC-zmflmol7255f02bl 

BLASTN 

gl653715 

60 

3.0e-25 

204 

89 

Synechocystis sp. PCC6803 complete genome, 26/27, 
3270710-3418851 



Seq. No. 


309366 


Seq. ID 


uC-ziaflmol7255f06al 


Method 


BLASTN 


NCBI GI 


gl651650 


BLAST score 


412 


E value 


0.0e+00 


Match length 


449 


% identity 


98 


NCBI Description 


Synechocystis sp. PCC6803 < 


Seq. No. 


309367 


Seq. ID 


uC-zmflmol7255f08al 


Method 


BLASTX 


NCBI GI 


gl001516 


BLAST score 


318 


E value 


1.0e-29 


Match length 


103 


% identity 


77 


NCBI Description 


(D64000) sensory transduct. 




[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309368 

uC-zmflmol7255f09al 

BLASTX 

gl652817 

577 

1.0e-59 

114 
100 

(D90908) hypothetical protein [Synechocystis sp.] 



44023 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309369 

uC-zmflmol7255fllal 

BLASTX 

gl653226 

451 

7.0e-45 

86 

100 

(D90911) hypothetical protein [Synechocystis sp'. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309370 

uC-zmflmol7255fl2bl 

BLASTX 

g2500971 

640 

5.0e-67 

129 

98 

ASPARTYL-TRNA SYNTHETASE { AS PART AT E — T RNA LIGASE) (ASPRS) 
>gi_1652993_dbj_BAA17 910_ (D90910) aspartyl-tRNA synthetase 
[Synechocystis sp.] 

309371 

uC-zmflmol7255g01bl 

BLASTX 

gl652312 

894 

1.0e-96 

177 
97 

(D90904) serine/threonine protein kinase [Synechocystis 
sp. ] 

309372 

uC-zmflmol7255g04al 

BLASTX 

g!653455 

470 

2.0e-47 

101 

91 

(D90913) delta-l-pyrroline-5-carboxylate dehydrogenase 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309373 

uC-zmflmol7255g06al 

BLASTX 

gl653428 

300 

3.0e-27 

68 

82 

(D90913) hypothetical protein 



[Synechocystis sp.] 



Seq. No. 
Seq. ID 
Method 



309374 

uC-zmflmol7255g08al 
BLASTN 



44024 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl652618 
266 

1.0e-148 

314 
96 

Synechocystis sp. PCC6803 complete genome, 9/27, 
1056467-1188885 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309375 

uC-zmflmol7255g09al 

BLASTX 

gl001154 

518 

6.0e-53 

114 

89 

(D64001) processing protease [Synechocystis sp.] 
309376 

uC-zmflmol7255gl2bl 

BLASTX 

g!001687 

476 

1.0e-47 

104 
92 

(D64002) hypothetical protein [Synechocystis sp.] 
309377 

uC-zmflmol7255h01bl 

BLASTN 

gl652225 

342 

0.0e+00 

457 

94 

Synechocystis sp. PCC6803 complete genome, 6/27, 
630555-781448 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309378 

uC- zmf Imol 7 2 5 5h0 2b 1 

BLASTN 

gl651650 

509 

0.0e+00 

529 

99 

Synechocystis sp. PCC6803 complete genome, 1/27, 1-133859 
309379 

uC-zmflmol7255h03bl 

BLASTX. 

g!652384 

355 

4.0e-34 

73 

92 



44025 



€1 



NCBI Description (D90905) ABC transporter [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309380 

uC-zmflmol7255h04bl 

BLASTX 

gl652923 

762 

3.0e~81 
163 
91 

(D90909) 
sp.] 



peptidyl-prolyl cis-trans isomerase [Synechocystis 



309381 

uC-zmflmol7255h05bl 

BLASTN 

g!653604 

249 

1.0e-138 

277 
97 

Synechocystis sp. PCC6803 complete genome, 17/27, 
2137259-2267259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309382 

uC-zmflmol7255h06bl 

BLASTX 

gl653540 

675 

4.0e-71 

127 

97 

(D90914) hypothetical protein [Synechocystis sp.] 
309383 

uC-zmflmol7255h07bl 

BLASTX 

g!651864 

430 

1.0e-42 

99 

87 

(D90900) pyridoxal phosphate biosynthetic protein PdxJ 
[Synechocystis sp.] 

309384 

uC-zmflmol7255h08bl 

BLASTN 

gl001484 

409 

0.0e+00 

433 

99 

Synechocystis sp. PCC6803 complete genome, 19/27, 
2392729-2538999 



Seq. No. 



309385 



44026 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7255h09bl 

BLASTX 

g!653288 

704 

2.0e-74 

146 

98 

(D90912) hypothetical protein 



[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309386 

uC-zmflmol7255hllbl 

BLASTN 

gl651768 

306 

1.0e-172 

338 
98 

Synechocystis sp. PCC6803 complete genome, 
133860-271599 



5/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309387 

uC-zmflmol7256a01bl 

BLASTX 

gl651846 

523 

8.0e-77 

157 
26 

(D90900) carbon dioxide concentrating mechanism protein 
CcmM [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309388 

uC-zmflmol7256a03bl 

BLASTN 

gl652225 

378 

0.0e+00 

382 

100 

Synechocystis sp. PCC6803 complete genome, 
630555-781448 



6/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309389 

uC-zmflmol7256a09bl 

BLASTX 

g2499885 

628 

1.0e-65 

129 
98 

PUTATIVE PROTEASE SLR0021 >gi_1001581_dbj_BAA10208_ 
(D64000) protease IV [Synechocystis sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309390 

uC-zmflmol7256al0bl 

BLASTN 

gl653477 



44027 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



440 

0.0e+00 

507 

97 

Synechocystis sp. PCC6803 complete genome, 16/27, 
1991550-2137258 



Seq. No. 


309391 


Seq, ID 


uC-zmflmol /zooallDl 


Method 


BLASTX 


NCBI GI 


gl653466 


BLAST score 


OA/" 


E value 


/ . Ue-zo 


Match length 


61 


% identity 


98 


NCBI Description 


(D90913) succinyl-CoA synthetase 


Seq. No. 


309392 


Seq. ID 


uC-zmf Imol7256b01bl 


Method 


BLASTN 


NCBI GI 


g!653228 


BLAST score 


384 


E value 


A A « l A A 


Match length 


388 


% identity 


75 


NCBI Description 


Synechocystis sp. PCC6803 complet* 




1719644-1848241 


Seq. No, 


309393 


Seq. ID 


uC-zmflmol7256b09al 


Method 


BLASTX 


NCBI GI 


gl652841 


BLAST score 


687 


E value 


3.0e-75 


Match length 


152 



14/27, 



% identity 

NCBI Description 



99 

(D90908) sensory transduction histidine kinase 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309394 

uC- zmf lmo 1 7 2 5 6b 1 0b 1 

BLASTN 

gl653083 

495 

0.0e+00 

516 

99 

Synechocystis sp. PCC6803 complete genome, 
1576593-1719643 



13/27, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



309395 

uC-zmflmol7256bllbl 

BLASTX 

gl652044 

165 

2.0e-ll 

103 



44028 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

(D90902) adenylate cyclase [Synechocystis sp.] 
309396 

uC- zmf lmo 17256c01bl 

BLASTX 

gl652057 

872 

3.0e-94 

171 

100 

(D90902) hypothetical protein [Synechocystis sp.] 
309397 

uC-zmflmol7256c08bl 

BLASTN 

gl652844 

254 

1.0e-141 

262 

99 

Synechocystis sp. PCC6803 complete genome, 11/27, 
1311235-1430418 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309398 

uC- zmf lmo 1 7 2 5 6c 0 9bl 

BLASTN 

gl652844 

221 

1.0e-121 

385 
90 

Synechocystis sp. PCC6803 
1311235-1430418 



complete genome, 11/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



309399 

uC- zmf lmol 7256d02al 

BLASTX 

gl651730 

624 

3.0e-65 

145 

87 

( D 9 0 8 9 9 ) r ibonucleas e 



E [Synechocystis sp.] 



309400 

uC- zmf lmo 1 7 2 5 6d0 2bl 

BLASTX 

gl651730 

866 

2.0e-93 

171 

99 

(D90899) ribonuclease E [Synechocystis sp.] 
309401 

uC-zmflmol7256d07bl 



44029 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl653724 

491 

1.0e-49 

112 

84 

(D90916) hypothetical protein [Synechocystis sp.] 
309402 

uC-zmflmol7256d08bl 

BLASTN 

gl001291 

271 

1.0e-151 

275 
100 

Synechocystis sp. PCC6803 complete genome, 25/27, 
3138604-3270709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309403 

uC- zmf lmo 1 7 2 5 6dl Obi 

BLASTN 

gl652360 

186 

1.0e-100 

430 

86 

Synechocystis sp. PCC6803 complete genome, 7/27, 
781449-920915 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309404 

uC-zmflmol7256dllbl 

BLASTN 

gl653348 

481 

0.0e+00 

498 

99 

Synechocystis sp. PCC6803 complete genome, 15/27, 
1848242-1991549 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



309405 

uC- zmf lmol 7 2 5 6e 0 3b 1 

BLASTX 

gl652468 

451 

8.0e-45 

91 

96 

(D90905) short-chain alcohol dehydrogenase family 
[Synechocystis sp. ] 

309406 

uC-zmflmol7256e07al 

BLASTN 

gl001484 

416 



44030 



E value 
Match length 
% identity 
NCBI Description 



0.0e+00 

424 

100 

Synechocystis sp. 
2392729-2538999 



PCC6803 complete genome, 19/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309407 

uC-zmflmol7256e07bl 

BLASTN 

g!001484 

58 

8.0e-24 

343 

83 

Synechocystis sp, PCC6803 
2392729-2538999 



complete genome, 19/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309408 

uC-zmflmol7256e08al 

BLASTN 

gl651650 

226 

1.0e-124 

293 

95 

Synechocystis sp. PCC6803 complete genome, 1/27, 1-133859 



309409 

uC-zmflmol7256e08bl 

BLASTN 

gl651650 

344 

0.0e+00 

484 

93 

Synechocystis sp. PCC6803 complete genome, 



1/27, 1-133859 



309410 

uC - zmf Imo 1 7 2 5 6e 0 9b 1 

BLASTN 

gl653477 

177 

4.0e-95 

237 

94 

Synechocystis sp. PCC6803 complete genome, 16/27, 
1991550-2137258 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309411 

uC-zmflmol7256e!0bl 

BLASTX 

g!653508 

339 

9.0e-32 

97 

74 

(D90914) hypothetical protein [Synechocystis sp.] 



44031 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309412 

uC-zmflmol7256el2bl 

BLASTX 

gl653395 

714 

5.0e-84 

161 

90 

(D90913) PET112 [Synechocystis sp.] 
309413 

uC-zmflmo!7256f01bl 

BLASTN 

gl652618 

56 

5 . 0e-2-3 
132 " 
86 

Synechocystis sp. PCC6803 complete genome, 
1056467-1188885 



9/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309414 

uC-zraflmol7256f05al 

BLASTX 

gl651948 

257 

3.0e-22 

72 

75 

(D90901) hypothetical protein 



[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309415 

uC-zmflmol7256f05bl 

BLASTX 

gl652521 

424 

1.0e-41 

84 
100 

(D90906) hypothetical protein [Synechocystis sp.] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309416 

uC-zmflmol7256f09bl 

BLASTN 

gl653348 

267 

1.0e-148 

279 

99 

Synechocystis sp. PCC6803 complete genome, 
1848242-1991549 



15/27, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309417 

uC-zmflmol7256fl2bl 

BLASTX 

g!653067 



44032 



BLAST score 


470 


E value 


y . ue jd 


Match length 


1 "30 

1 Jz 


% identity 


o f~ 

OD 


NCBI Description 


tuyuyiu) acetoiacrate syncnase Lbynecnocysuis sp.j 


Seq. No. 


o n n d i o 

30941b 


oeq. iJJ 


ul zmrinioi /zooguoDi 




TJT 7\ OqiV 
Dlxrt.0 1 A 


NCBI GI 


g!652213 


BLAST score 


386 


E value 


3 . ue-3 / 


Match length 


H A 


% identity 


n fi 


NCBI Description 


(D90903) hypothetical protein [Synechocystis sp. ] 


Seq. No. 


3U9419 


beq. iu 


_-_.cn mA 1 7 O C^r / - T f\ r 7'K1 

uL-~zrn.nin.oi /zoogu /di 




DLirio 1 A 


NCBI GI 


g2440163 


BLAST score 


158 


E value 


1 . Ue-lu 


Match length 


o / 


% identity 


45 


NCBI Description 


(Y14837) beta-galactosidase [Cloning vector pUC57] 


Seq. No. 


309420 


Seq. ID 


uC-zmf Imol7256g08bl 


Method 


BLAbxX 


NCBI bl 


gzb4obbb 


BLAST score 


165 


E value 


2.0e-ll 


Matcn lengtn 


1 CI 

lol 


% identity 


"3 /I 

34 


NCBI Description 


(AE000973) conserved hypothetical protein [Archaeoglobus 




f ulgidus] 


Seq. No. 


309421 


Seq. ID 


uC-zmrlmol /^obgU9al 


Method 


bliAb ilN 




giuui / / y 


BLAST score 


383 


E value 


0.0e+00 


Matcn lengtn 


one 

395 


% identity 


99 


NCBI Description 


Synechocystis sp. PCC6803 complete genome, 24/27 f 




300296b- 3138603 


Seq. No. 


309422 


Seq. ID 


uC-zmtlmol /z3bg09JDl 


Metnoa 


BLASTN 


LN^x31 vrl 


giuui / / y 


BLAST score 


476 


E value 


0.0e+00 


Match length 


476 


% identity 


100 


NCBI Description 


Synechocystis sp. PCC6803 complete genome, 24/27, 



44033 



3002966-3138603 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309423 

uC-zmflmol7256gllbl 

BLASTX 

gl709285 

546 

5.0e-56 

106 
99 

PUTATIVE PYRUVATE- FLAVODOXIN OXIDOREDUCTASE 
>gi_1006618_dbj_BAA10774_ (D64005) pyruvate 
[Synechocystis sp.] 



oxidoreductase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309424 

uC-zmflmol7256gl2bl 

BLASTN 

gl001291 

169 

5.0e-90 

169 

100 

Synechocystis sp. PCC6803 complete genome, 25/27, 
3138604-3270709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309425 

uC- zmf lmol 7 2 5 6h0 lb 1 

BLASTN 

gl001612 

439 

0.0e+00 

459 

99 

Synechocystis sp. PCC6803 complete genome, 21/27, 
2644795-2755702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309426 

uC- zmf Imo 17256h02bl 

BLASTX 

gl653832 

543 

1.0e-55 

105 

100 

(D90916) hypothetical protein [Synechocystis sp.] 
309427 

uC-zmflmol7256h04bl 

BLASTX 

gl653174 

469 

6.0e-47 

93 

98 

(D90911) beta ketoacyl-acyl carrier protein synthase 
[Synechocystis sp.] 



44034 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309428 

uC-zmflmol7256h05bl 

BLASTX 

g3024897 

403 

3.0e-39 

79 

99 

HYPOTHETICAL 51 
>gi 1001453_dbj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 KD PROTEIN SLL0154 
BAA10078 (D63999) 35. 



6 kD protein 



[Synechocystis sp.] 



309429 

uC- zmf lmo 1725 6h0 6b 1 

BLASTX 

gl706406 

812 

3.0e-87 

166 

95 

NADP-SPECIFIC GLUTAMATE DEHYDROGENASE (NADP-GDH) 

>gi_1361331_pir S56683 glutamate dehydrogenase (NADP+) (EC 

1.4.1.4) - Synechocystis sp >gi_1006603_dbj_BAAl0756_ 
(D64005) glutamate dehydrogenase (NADP+) [Synechocystis 
sp.] >giJL006751_emb_CAA54601_ (X77454) glutamate 
dehydrogenase (NADP+) [Synechocystis sp.] 

309430 

uC- zmf lmo 1725 6h0 9a 1 

BLASTX 

g2498452 

648 

4.0e-68 

130 
97 

HISF PROTEIN (CYCLASE) >gi_1653277_dbj JBAA18192_ (D90912) 
cyclase [Synechocystis sp.] 

309431 

uC- zmf lmo 1 7 2 5 6h 1 Ibl 

BLASTN 

gl653715 

321 

0.0e+00 

321 

100 

Synechocystis sp. PCC6803 complete genome, 26/27, 
3270710-3418851 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309432 

uC-zmflmol7256hl2bl 

BLASTN 

g!652027 

271 

1.0e-151 

283 
99 



44035 



NCBI Description Synechocystis sp. PCC6803 complete genome, 4/27, 
402290-524345 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309433 

uC-zmflmol7257e07bl 

BLASTN 

g22332 

235 

1.0e-129 

354 

92 

Z.mays HRGP gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



309434 

uC-zmflmol7257f01bl 

BLASTX 

g4585871 

396 

1.0e-38 

96 

73 

(AC005850) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309435 

uC-zmflmol7257f08bl 

BLASTX 

g4185740 

248 

1.0e-25 

108 

61 

(AF079999) putative glutamate receptor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



309436 

uC-zmflmol7258b01al 

BLASTN 

g4160401 

169 

3.0e-90 

229 

93 

Zea mays eIF-5 gene, 



exons 1-2 



309437 

uC-zmflmol7258b07bl 

BLASTX 

g2497540 

307 

4.0e-28 

89 

65 

PYRUVATE KINASE, CHLOROPLAST ISOZYME G 
309438 

uC-zmflmo!7258c04bl 
BLASTX 



44036 



NCBI GI 


g4105798 


BLAST score 


276 


E value 


c . ue-z / 


Match length 


n c 


% identity 


D 1 


NCBI Description 


i l ArU4yyoUJ irvjrZo / 11 Lr6tunia x nyoriuaj 


Seq. No. 


o r\ n a on 


Seq. ID 


Uv^ ZIuX±IlLO± /ZjOaUlal 


Method 


DT AO rriTvT 


NCBI GI 


gll957 


BLAST score 


201 


E value 


1 A ^- 1 A O. 

l . Oe-ioy 


Match length 


O O A 

229 


% identity 


48 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


*1 A A A A A 

309440 


Seq. ID 


iir* r7T«-F1 -mz-sl *7 0 *^Qr?nOK1 


Method 


BLASTX 


NCBI GI 


g4126809 


BLAST score 


328 


E value 


z . ue-iu 


Match length 


80 


% identity 


46 


NCBI Description 


(ABUl/04z) giyoxaiase 1 [oryza sativaj 


Seq. No. 


309441 


Seq. ID 


uC-zmrlmol /2oodu4Dl 


Method 




NCBI GI 


g22332 


BLAST score 


259 


E value 


1 . Oe-144 


Match length 


350 


% identity 


93 


NCBI Description 


Z.mays HRGP gene 


Seq. No. 


309442 


Seq. ID 


uC-zmr lmol7258r0lDl 


Method 


BLASTN 




goozi / o u 


BLAST score 


36 *" 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309443 

uC-zmflmol7258g01bl 

BLASTX 

g4512714 

194 

8.0e-15 

60 
63 

(AC006569) hypothetical protein 



[Arabidopsis thaliana] 



44037 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309444 

uC-zmflmol7258g02al 

BLASTX 

g4185311 

460 

3.0e-46 

98 
92 

(AF090446) polyprotein [Zea mays] 
309445 

uC-zmflmol7258g02bl 

BLASTX 

g3645898 

640 

4.0e-67 
155 
79 

(U68408) in-frame stop codon; 
mutation [Zea mays] 



possibly a post-transposition 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309446 

uC-zmflmol7258g03al 

BLASTX 

g3894187 

268 

6.0e-24 

106 

56 

(AC005662) hypothetical protein [Arabidopsis thaliana] 



309447 

uC-zmflmol7258gl0bl 

BLASTX 

g3004480 

185 

9.0e-14 

93 

37 

(AJ228333) reverse transcriptase 



[Pinus elliottii] 



Seq. No. 
Seq. ID 



309448 

uC-zmflmol7258hllbl 

BLASTX 

gll5771 

753 

2.0e-80 

146 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb__CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

309449 

uC-zmflmol7259a05bl 



44038 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g4490737 

213 

7.0e-17 

76 

55 

(AL035708) 



putative protein [Arabidopsis thaliana] 



309450 

uC-zmflmol7259b05bl 

BLASTX 

g3687235 

377 

4.0e-36 

115 

68 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

309451 - 

uC- zmf lmo 1 7 2 5 9b 0 8b 1 

BLASTX 

g4519936 

174 

2.0e-12 

112 

35 

(AB019186) RPR1 [Oryza sativa] 
309452 

uC- zmf lmo 1 7 2 5 9b 1 2b 1 

BLASTX 

g3851333 

252 

2.0e-22 

75 

68 

(Y09302) putative MADS-domain transcription factor [Zea 
mays] 

309453 

uC-zmflmol7259d04bl 

BLASTX 

g2760839 

177 

2.0e-13 

41 

85 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
309454 

uC-zmflmol7259e08bl 

BLASTX 

g!652057 

319 

2.0e-29 
119 



44039 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



53 

(D90902) 



hypothetical protein [Synechocystis sp.] 



309455 

uC-zmflmol7259e09bl 

BLASTN 

g4140643 

40 

5.0e-13 

79 

89 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

309456 

uC-zmflmol7259g02bl 

BLASTX 

g2130139 

201 

6.0e-17 

82 
60 

hypothetical protein - maize >gi_94 9980_emb_CAA61258_ 
(X88779) orf [Zea mays] 

309457 

uC-zmflmol7259g03bl 

BLASTN 

g22332 

146 

2.0e-76 

293 

88 



NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309458 

uC-zmflmol7259gllbl 

BLASTX 

g2827709 

188 

1.0e-14 

74 

49 

(AL021684) predicted protein [Arabidopsis thaliana] 
309459 

uC-zmflmol7260c05al 

BLASTX 

g3157926 

168 

3.0e-12 

70 

49 

(AC002131) Strong similarity to extensin-like protein 
gb_Z34465 from Zea mays. [Arabidopsis thaliana] 



Seq. No. 



309460 



44040 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



uC-zmflmol7261a06bl 

BLASTN 

g2662309 

37 

2.0e-ll 

57 

91 

Hordeum vulgare mRNA for bpwl, complete cds 
309461 

uC-zmflmol7261al0bl 

BLASTX 

g2984709 

422 

1.0e-41 

88 

91 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
309462 

uC-zmflmol7261b05bl 

BLASTX 

g!15786 

251 

1.0e-21 

100 

52 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_einb_CAA68451__ (Y00379) LHCP [Zea 
mays] 

309463 

uC-zmflmol7261b08bl 

BLASTN 

g4007864 

35 

2.0e-10 

235 

79 

Zea mays HRGP gene, AC1503 line 
309464 

uC-zmflmol7261d02bl 

BLASTX 

g!527001 

166 

9.0e-12 

69 

48 

(U55867) Ipomoea nil Pn47p [Ipomoea nil] 
309465 

uC-zmflmol7261d07bl 

BLASTX 

g3641252 

157 



44041 



# 



E value 
Match length 
% identity 
NCBI Description 



6.0e-ll 

80 

42 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



309466 

uC- zmf lmo 1 7 2 6 IdO 9b 1 
BLASTX V 
g3063444 
202 

7.0e-16 

43 
84 

(AC003981) F22013.5 [Arabidopsis thaliana] 
309467 

uC-zmflmol7261dl2bl 

BLASTX 

gll81673 

501 

6.0e-51 

107 

92 

(U41652) heat shock protein cognate 70 [Sorghum bicolor] 
309468 

uC-zmflmo!7261e01bl 

BLASTX 

g4558661 

252 

9.0e-22 

119 

54 

(AC007063) putative malate oxidoreductase (NAD) 
[Arabidopsis thaliana] 

309469 

uC-zmflmol7261el0bl 

BLASTX 

g82698 

153 

2.0e-10 

50 
62 

hydroxyproline-rich glycoprotein precursor - maize 
>gi_257041_bbs_115226 (S45164) hydroxyproline-rich 
glycoprotein, HRGP [maize, Peptide, 328 aa] [Zea mays] 
>gi_4007865_emb_CAA10387_ (AJ131535) Hydroxyproline-rich 
Glycoprotein (HRGP) [Zea mays] 

309470 

uC-zmflmol7261el2bl 

BLASTX 

g2655888 

206 

1.0e-16 



44042 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
61 

(AL009171) 



62D9.a [Drosophila melanogaster] 



309471 

uC-zmflmol7262a07bl 

BLASTX 

g!076315 

213 

4.0e-17 

53 
79 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA607 94_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 

309472 

uC-zmflmol7262b09bl 

BLASTX 

g548669 

169 

7.0e-12 

101 

38 

DNA REPAIR PROTEIN RAD 8 >gi_542223_pir S41478 RAD 8 protein 

- fission yeast (Schizosaccharomyces pombe) 

>gi_443973_emb_CAA52686_ (X74615) rad8 [Schizosaccharomyces 
pombe] 



Seq. No. 


309473 


Seq. ID 


uC-zmflmol7262dllbl 


Method 


BLASTN 


NCBI GI 


g257040 


BLAST score 


146 


E value 


2.0e-76 


Match length 


358 


% identity 


96 


NCBI Description 


hydroxypro line- rich 


Seq. No. 


309474 


Seq. ID 


uC-zmflmol7262g03al 


Method 


BLASTX 


NCBI GI 


g2326231 


BLAST score 


171 


E value 


3.0e-12 


Match length 


35 


% identity 


91 


NCBI Description 


(AF012889) tousled-: 


Seq. No. 


309475 


Seq. ID 


uC-zmflmol7262g05bl 


Method 


BLASTX 


NCBI GI 


g4581164 


BLAST score 


366 


E value 


8.0e-35 


Match length 


153. 



1703 nt] 



4 [Zea mays] 



44043 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



45 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
309476 

uC-zmflmol7263c05bl 

BLASTX 

gll73555 

619 

1.0e-64 

132 
84 

(U31544) UDP-galactose-4-epimerase [Pisum sativum] 
309477 

uC-zmflmol7263f04bl 

BLASTX 

g2618699 

209 

1.0e-16 

107 

36 

(AC002510) unknown protein [Arabidopsis thaliana] 
309478 

uC-zmflmol7263gl2bl 

BLASTX 

gl335862 

282 

5.0e-25 

101 

89 

(U42608) clathrin heavy chain [Glycine max] 
309479 

uC-zmflmo!7264a02a2 

BLASTX 

g2632252 

176 

1.0e-12 

52 

63 

(Y12464) serine/threonine kinase [Sorghum bicolor] 
309480 

uC-zmflmol7264b04al 

BLASTX 

g2262103 

381 

8.0e-37 

127 

58 

(AC002343) unknown protein [Arabidopsis thaliana] 
309481 

uC-zmflmol7264e01a2 

BLASTX 

gl362162 



44044 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



245 

6.0e-21 

52 
81 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 

309482 

uC-zmflmol7265alla2 

BLASTX 

g3183079 

295 

9.0e-27 

63 

92 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309483 

uC-zmflmol7265b01al 

BLASTN 

g22487 

57 

1.0e-23 

176 

89 

Maize gene for sucrose synthase 
309484 

uC-zmflmol7265b03bl 

BLASTX 

g553073 

290 

1.0e-49 

140 

30 

(M94481) reverse transcriptase [Zea mays] 
309485 

uC-zmflmol7265b04bl 

BLASTX 

g2739168 

389 

1.0e-37 

142 

54 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



309486 

uC-zmflmol7265c05bl 

BLASTX 

g3355477 

567 

2.0e-58 
151 



44045 



% identity 

NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 

309487 

uC-zmflmol7265el2bl 

BLASTX 

g4544389 

421 

2.0e-41 

127 

62 

(AC007047) putative homeodomain protein [Arabidopsis 
thaliana] 

309488 

uC-zmflmol7265h07bl 

BLASTX 

g3738315 

355 

1.0e-33 

86 

77 

(AC005170) unknown protein [Arabidopsis thaliana] 



309489 

uC-zraflmol7266al0bl 

BLASTN 

g2062691 

34 

2.0e-09 

34 

100 

Human sodium phosphate transporter 
cds 



(NPT4) mRNA/ complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309490 

uC- zmf Imo 17266b05bl 

BLASTX 

g3335376 

354 

1.0e-33 

89 

70 

(AC003028) putative ammonium transporter [Arabidopsis 
thaliana] 

309491 

uC- zmf lmo 1 7 2 6 6bl lbl 

BLASTX 

g3600032 

154 

4.0e-10 

45 

64 

(AF080119) contains similarity to tropomyosin {Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 



44046 



ATP-synt_B.hmm, score: 10.89) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309492 

uC-zmflmol7266c01bl 

BLASTN 

g3511235 

41 

1.0e-13 

69 

90 

Zea mays starch branching enzyme lib (ae) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309493 

uC-zmflmol7266c06bl 

BLASTX 

g2648023 

190 

3.0e-14 

70 

54 

(Z97184) BING4 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309494 

uC-zmflmol7266c07bl 

BLASTX 

g3560533 

359 

1.0e-38 

113 

73 

(AF042333) 24-methylene lophenol C24 (1) methyltransf erase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309495 

uC-zmflmol72 66c08bl 

BLASTX 

g2244993 

411 

4.0e-40 

156 

51 

(Z97341) similarity to AMP-activated protein kinase beta 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309496 

uC-zmflmol7266el2bl 

BLASTX 

g3176660 

471 

3.0e-47 

165 

55 

(AC004393) Similar to ERECTA receptor protein kinase 
gb U47029 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 



309497 



44047, 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7266f02al 

BLASTN 

g22467 

54 

6.0e-22 

102 

88 

Maize external transcribed spacer DNA upstream of 18S rRNA 
gene 

309498 

uC - zmf lmo 17266f06bl 

BLASTX 

g66009 

215 

2.0e-17 

101 
51 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2 •1.12) C, 
cytosolic - maize >gi_22238_emb__CAA30151_ (X07156) GADPH 
(AA 1-337) [Zea mays] 

309499 

uC-zmflmol7266f08bl 

BLASTX 

gl710008 

205 

6.0e-16 

38 
95 

GTP-BINDING NUCLEAR PROTEIN RAN1B >gi_1370205_emb_CAA98188_ 
(Z73960) RAN1B [Lotus japonicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309500 

uC-zmflmol7266fllbl 

BLASTN 

gl212993 

71 

1.0e-31 

127 

90 

H. vulgare mRNA for coproporphyrinogen oxidase 
309501 

uC-zmflmol7266g04bl 

BLASTX 

g4467107 

176 

I. 0e-12 
163 

28 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309502 

uC - zmf lmo 17266g06bl 

BLASTX 

g2224931 



44048 






BLAST score 


568 




E value 


1.0e-58 




Match length 


lO / 




% identity 


/4 




NCBI Description 


(AFU0421o) etnylene-insensitiveo-iiKeo [AraDiaopsis 






thaliana] 




Seq. No* 


309503 




Seq. ID 


ul~ zmximoi /Zo /auzai 




Method 


BLASTN 




NCBI GI 


g /334oo 




BLAST score 


57 




E value 


9.0e-24 




Match length 


3 / 




% identity 


100 




NCBI Description 


Zea mays chlorophyll a/b-binding apoprotein CP26 (Lhcb5- 






mRNA, complete cds 




Seq. No. 


309504 


'!% 


Seq. ID 


uL-zmnmoi /zo /duodi 




Method 


T)T 7\ CUV 




NCBI GI 


g2668742 




BLAST score 


367 




E value 


3 . Oe-35 




Match length 


86 




% identity 


84 




NCBI Description 


(AFU3494o) glycine— ncn kna Dinaing protein iabel maysj 


5 


Seq. No. 


309505 




Seq. ID 


uC-zmf lmol/zo /cOodI 




Method 


BLASTN 


o 


NCBI GI 


g257040 




BLAST score 


106 


y 


E value 


5 . Oe-53 




Match length 


130 




% identity 


96 




NCBI Description 


hydroxyproline - rich glycoprotein [maize r Genomic, 1703 : 




Seq. No. 


309506 




Seq. ID 


uC-zmtlmol /zo /euoai 




Method 


BLASTX 




NCBI GI 


g3645899 




BLAST score 


362 




E value 


1 . ue-o4 




Match length 


82 




% identity 


87 




NCBI Description 


(068408) 5 end not determined, experimentally LZiea mays 




Seq. No. 


309507 




Seq. ID 


uC-zmflmol72 67e05bl 




Method 


T>T TV O mX"T 

BLASTN 






gou /o4 4 




BLAST score 


101 




E value 


2.0e-49 




Match length 


153 




% identity 


58 




NCBI Description 


Zea mays A188 retrotransposon gag gene f complete cds 



44049 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309508 

uC- zmflmo 1 7 2 6 7 g02b 1 

BLASTN 

g257040 

66 

1.0e-28 

74 
97 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309509 

uC-zmflmol7267g09bl 

BLASTN 

gl68654 

57 

3.0e-23 

177 

83 

Zea mays ADP glucose pyrophosphorylase (shrunken-2) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309510 

uC-zmflmol7267h05bl 

BLASTX 

g82698 

140 

7.0e-09 

66 
42 

hydroxyproline-rich glycoprotein precursor - maize 
>gi_257041_bbs_115226 (S45164) hydroxyproline-rich 
glycoprotein, HRGP [maize, Peptide, 328 aa] [Zea mays] 
>gi_4007865_emb_CAA10387_ (AJ131535) Hydroxyproline-rich 
Glycoprotein (HRGP) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309511 

uC-zmflmol7268a08bl 

BLASTX 

g3650036 

195 

6.0e-15 

62 

55 

(AC005396) putative transposase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309512 

uC-zmflmol7268c02bl 

BLASTX 

g3924612 

357 

7.0e-34 

123 

63 

(AF069442) mitochondrial elongation factor Tu [Arabidopsis 
thaliana] >gi_4263511_gb_AAD15337_ (AC004044) mitochondrial 
elongation factor Tu [Arabidopsis thaliana] 



44050 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309513 

uC-zmflmol7268d03bl 

BLASTX 

gl332579 

519 

9.0e-66 

137 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
309514 

uC-zmflmol7268d06bl 

BLASTN 

g22332 

306 

1.0e-172 

361 

96 



NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309515 

uC-zmflmol7268e01bl 

BLASTX 

gl943751 

255 

5.0e-22 

123 

45 

(U93845 
protein, 



Arabidopsis thaliana ER-type calcium pump 
complete sequence >gi_2078292 (U96455) ER-type 



Seq. No. 
Seq. ID 
Method 



Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 
309516 

uC-zmflmol7268f07bl 

BLASTN 

g309556 

44 

7.0e-16 

68 

91 

Corn nuclear-encoded mitochondrial chaperonin 60 (cpn60I) 
gene, complete cds 

309517 

uC-zmflmol7268f08bl 

BLASTN 

g257040 

101 

1.0e-49 

165 

90 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
309518 

uC-zmflmol7268gl0bl 
BLASTX 



44051 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g82040 
257 

3.0e-22 

120 
14 

ubiquitin precursor - flax (fragment) >gi_168304 (M57895) 
ubiquitin [Linum usitatissimum] 

309519 

uC-zmflmol7268h02al 

BLASTN 

g22378 

40 

3.0e-13 

100 

86 

Z.mays gene for nucleic acid binding protein 
309520 

uC- zmf lmo 1 7 2 6 8 hO 9a 1 

BLASTN 

gll85553 

44 

1.0e-15 

76 
89 

Zea mays glyceraldehyde-3-phosphate dehydrogenase (gpc2) 
gene, complete cds 

309521 

uC- zmf lmo 17269a05bl 

BLASTX 

gl718097 

183 

2.0e-13 

68 
47 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 

(41 KD ACCESSORY PROTEIN) (DVA41) >gi_626048_pir A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 
ATPase subunit DVA41 [Dictyostelium discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309522 

uC-zmflmol7269d08bl 

BLASTX 

gl519251 

217 

1.0e-17 

83 

61 

(U65957) GF14-C protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309523 

uC- zmf lmo 1 7 2 6 9d0 9b 1 

BLASTX 

gl519251 



44052 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



183 

9.0e-19 

72 

81 

(U65957) GF14-C protein [Oryza sativa] 
309524 

uC- zmf lmo 1 7 2 6 9 e 0 6b 1 

BLASTX 

gl35417 

166 

9.0e-12 

60 

60 

TUBULIN ALPHA- 3 CHAIN >gi_100946__pir JN0105 tubulin 

alpha-3 chain - maize >gi_22150_emb_CAA44861_ (X63176) 
Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 
tubulin [Zea mays] 



Seq. No. 


309525 


Seq. ID 


uC-zmflmol7269f!0bl 


Method 


BLASTX 


NCBI GI 


g3702333 


BLAST score 


294 


E value 


2.0e-26 


Match length 


65 


% identity 


78 


NCBI Description 


(AC005397) hypothet. 


Seq. No. 


309526 


Seq. ID 


uC-zmflmo!7269g08al 


Method 


BLASTX 


NCBI GI 


g2809246 


BLAST score 


247 


E value 


1.0e-21 


Match length 


66 


% identity 


65 


NCBI Description 


(AC002560) F2401.15 


Seq. No. 


309527 


Seq. ID 


uC-zmflmol7269g09bl 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


75 


% identity 


49 


NCBI Description 


(AB018441) phi-1 [N 


Seq. No. 


309528 


Seq. ID 


uC-zmflmol7269gl0al 


Method 


BLASTX 


NCBI GI 


g2289002 


BLAST score 


139 


E value 


1.0e-08 


Match length 


30 


% identity 


80 



[Arabidopsis thaliana] 



44053 



NCBI Description 



(AC002335) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309529 

uC-zmflmol7269gl2bl 

BLASTX 

g4097573 

163 

3.0e-ll 

73 

47 

(U64917) GMFP7 [Glycine max] 
309530 

uC- zmf lmo 1 7 2 6 9h0 3b 1 

BLASTX 

g4115377 

207 

1.0e-16 

95 
61 

(AC005967) unknown protein 
309531 

uC-zmflmol7269hllbl 

BLASTN 

g312180 

54 

2.0e-21 

90 

90 



[Arabidopsis thaliana] 



NCBI Description Z.mays GapC4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



309532 

uC-zmflmol7270a04bl 

BLASTX 

g3983665 

242 

1.0e-20 

95 

60 

(AB011271) importin-beta2 



[Oryza sativa] 



309533 

uC- zmf lmo 1 7 2 7 0b 0 lb 1 

BLASTX 

g4336747 

751 

5.0e-80 

168 

92 

(AF104924) unconventional myosin heavy chain [Zea mays] 
309534 

uC- zmf lmo 1 7 2 7 0b 1 Ibl 

BLASTX 

g2760324 

197 



44054 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-15 

66 

62 

(AC002130) F1N21.9 [Arabidopsis thaliana] 



309535 

uC-zmflmol7270f09bl 

BLASTX 

gl351014 

191 

2.0e-14 

104 

43 

4 OS RIBOSOMAL PROTEIN S8 >gi_968902_ 
ribosomal protein S8 [Oryza sativa] 



dbj BAA07207__ (D38010) 



309536 

uC-zmflmol7270g04bl 

BLASTX 

g4493972 

184 

5.0e-15 

73 

62 

(AL034559) predicted using hexExon; MAL3P7.12 (PFC0915w), 
ATP-dependent RNA Helicase, len: 434 aa; Similarity to 
ATP-dependent RNA helicase. A. thaliana ATP-dependent RNA 
helicase (TR:O80838) BLAST Score: 1552, sum P(l) = 1.5e 



Seq. No. 


309537 


Seq. ID 


uC-zmflmol7270gl2bl 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


354 


E value 


1.0e-33 


Match length 


86 


% identity 


81 


NCBI Description 


(AF034945) glycine-: 


Seq. No. 


309538 


Seq. ID 


uC-zmflmol7270h09bl 


Method 


BLASTX 


NCBI GI 


g283045 


BLAST score 


256 


E value 


3.0e-22 


Match length 


98 


% identity 


54 


NCBI Description 


hydroxyproline-rich 




>gi_2 2 3 33_emb_CAA4 4 ! 



[Zea mays] 



ycoprotem - maize 
_ (X63134) hydroxyproline-rich 

glycoprotein [Zea mays] >gi_228936_prf 1814452A Hyp-rich 

glycoprotein [Zea mays] 

Seq. No. 309539 

Seq. ID uC-zmflmol7271a04bl 

Method BLASTX 

NCBI GI g4204287 

BLAST score 4 67 



44055 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-56 

154 

70 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

309540 

uC-zmflmol7271a06bl 

BLASTX 

g2499535 

158 

8.0e-13 

75 
67 

2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309541 

uC-zmflmol7271c02bl 

BLASTX 

g2129613 

198 

2.0e-15 

108 

38 

homeotic protein BEL1 - Arabidopsis thaliana >gi_1122533 
(U39944) BELLI [Arabidopsis thaliana] 



Seq. No. 


309542 


Seq. ID 


uC-zmflmol7271gl2al 


Method 


BLASTX 


NCBI GI 


g4191744 


BLAST score 


247 


E value 


3.0e-21 


Match length 


49 


% identity 


90 


NCBI Description 


"(L8 1172) -import in alpha homolog 


Seq. No. 


309543 


Seq. ID 


uC-zmflmol7272a02al 


Method 


BLASTN 


NCBI GI 


g257040 


BLAST score 


54 


E value 


4.0e-22 


Match length 


82 


% identity 


91 


NCBI Description 


hydroxyproline-rich glycoprotein 


Seq. No. 


309544 


Seq. ID 


uC-zmflmol7272el2al 


Method 


BLASTX 


NCBI GI 


g3860319 


BLAST score 


158 


E value 


1.0e-10 


Match length 


81 


% identity 


47 



44056 



NCBI Description 



(AJ012686) nucleolar protein [Cicer arietinum] 



Seq. No. 309545 

Seq. ID uC-zmflmo!7272f02al 

Method BLASTN 

NCBI GI g22153 

BLAST score 41 

E value 4.0e-14 

Match length 57 

% identity 93 

NCBI Description Z.mays (B37) mRNA for alpha-tubulin 

Seq. No. 309546 

Seq. ID uC-zmflmol7272f06al 

Method BLASTN 

NCBI GI g22157 

BLAST score 99 

E value 2.0e-48 

Match length 217 

% identity 96 

NCBI Description Z.mays mRNA for alpha-tubulin 

Seq. No. 309547 

Seq. ID uC-zmflmol7273a03bl 

Method BLASTX 

NCBI GI g4210712 

BLAST score 219 

E value 7.0e-18 

Match length 68 

% identity 56 

NCBI Description (AJ006870) purple acid phosphatase [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309548 

uC-zmflmol7273a09bl 

BLASTX 

g4263050 

252 

1.0e-21 

144 

42 

(AC005142) putative nodulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309549 

uC-zmflmol7273al2bl 

BLASTX 

g3377836 

234 

2.0e-19 

140 

41 

(AF075598) contains similarity to reverse transcriptases 
[Arabidopsis thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



309550 

uC- zmf lmo 1 7 2 7 3b0 6b 1 

BLASTN 

g257040 



44057 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

2.0e-24 

71 

96 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
309551 

uC-zmflmo!7273bl2bl 

BLASTX 

g3924612 

471 

3.0e-47 

144 

67 

(AF069442) mitochondrial elongation factor Tu [Arabidopsis 
thaliana] >gi_4263511_gb_AAD15337_ (AC004044) mitochondrial 
elongation factor Tu [Arabidopsis thaliana] 

309552 

uC-zmflmol7273c03bl 

BLASTX 

g4584356 

392 

3.0e-42 

132 

67 

(AC006420) putative replication protein A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309553 

uC-zmflmol7273d08bl 

BLASTN 

gl657762 

211 

1.0e-115 

338 

91 

Zea mays retrotransposon Huck-2 5' LTR and primer binding 
site DNA sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



309554 

uC-zmflmol7273e05al 

BLASTN 

g4140643 

83 

6.0e-39 

175 

87 

Zea mays cosmid II.2E10 22- 
complete sequence 

309555 

uC-zmflmol7273f04bl 

BLASTX 

g2980798 

479 

4.0e-48 



■kDa alpha zein gene cluster, 



44058 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165 
55 

(AL022197) putative protein [Arabidopsis thaliana] 
309556 

uC-zmflmol7273gl2bl 

BLASTX 

g2832641 

249 

3.0e-21 

74 
62 

(AL021710) glycolate oxidase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



mRNA, complete cds 



309557 

uC-zmflmol7274d02al 
BLASTN 
g602252 
105 

4.0e-52 
245 
86 

Zea mays enolase (eno2) 
309558 

uC-zmflmol7275dllal 

BLASTN 

gl9054 

44 

1.0e-15 

52 
96 

H.vulgare myb2 mRNA 
309559 

uC-zmflmol7275e01al " 

BLASTX 

gl22090 

205 

3.0e-16 

49 
90 

HISTONE H3 >gi_81287_pir S00940 histone H3 - Volvox 

carteri >gi_2119017_pir S59581 histone H3 (clone CH-II) - 

Chlamydomonas reinhardtii >gi_21985_emb_CAA30035_ (X06963) 
put. histone H3 [Volvox carteri] >gi_21988_emb_CAA30037_ 
(X06964) put. histone H3 [Volvox carteri] >gi_571470 
(U16724) histone H3 [Chlamydomonas reinhardtii] >gi_571475 
(U16725) histone H3 [Chlamydomonas reinhardtii] 

309560 

uC-zmflmol7277a05bl 

BLASTX 

g2668742 

181 

3.0e-13 



44059 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

.Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



59 
66 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
309561 

uC-zmflmol7277b02al 

BLAST N 

g2738749 

41 

5.0e-14 

135 

84 

Zea mays ATP sulfurylase mRNA, complete cds 
309562 

uC-zmflmol7277b02bl 

BLASTX 

g2738750 

280 

4.0e-25 

97 

57 

(AF016305) ATP sulfurylase [Zea mays] 
309563 

uC-zmflmol7277b04bl 

BLASTX 

g2702376 

265 

5.0e-23 

78 

69 

(AF038605) Similar to acyl-CoA dehydrogenase; coded for by 
C, elegans cDNA yk58h2.3; coded for by C. elegans cDNA 
yk466cl2.3; coded for by C. elegans cDNA yk258d6.3; coded 
for by C. elegans cDNA ykl58e!0.3; coded for by C. elegans 
cDNA yk427 . . . >gi_4455127_gb_AAD21088_ (AF127558) 
isovaleryl-CoA dehydrogenase precursor [Caenorhabditis 
elegans] 

309564 

uC-zmflmol7277b08bl 

BLASTN 

g559535 

291 

1.0e-163 

358 

96 

Z.mays mRNA for metallothionein 
309565 

uC-zmflmol7277bl2bl 

BLASTN 

g257040 

50 

4.0e-19 
82 



44060 



0 



% identity 90 

NCBI Description hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309566 

uC-zmflmol7277c02al 

BLASTN 

g397395 

79 

2.0e-36 

283 

81 

Z.mays MNBlb mRNA for DNA-binding protein 
309567 

uC-zmflmol7277c05bl 

BLASTX 

g3695403 

294 

2.0e-26 

142 

46 

(AF096373) contains similarity to the pfkB family of 
carbohydrate kinases {Pfam: PF00294, E=1.6e-75) 
[Arabidopsis thaliana] >gi_4538955_emb_CAB39779. 1_ 
(AL049488) f ructokinase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309568 

uC-zmflmol7277e06bl 

BLASTX 

g2997589 

450 

7.0e-45 
135 
71 

(AF020813) 
precursor 



glucose- 6-phosphate/phosphate-translocat or 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309569 

uC-zmflmol7277f09bl 

BLASTN 

g21622 

46 

1.0e-16 

105 
86 

S. vulgare mRNA for glycine-rich RNA-binding protein (clone 
SI) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309570 

uC-zmflmol7277g02bl 

BLASTX 

g431162 

233 

3.0e-19 

72 
67 

(D21822) ORF [Lilium longiflorum] 



44061 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309571 

uC-zmflmol7277h01bl 

BLASTX 

g3142300 

258 

3.0e-22 

119 

44 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309572 

uC-zmflmo!7277h04al 

BLASTN 

g3694806 

72 

1.0e-32 

148 

87 

Zea mays alanine aminotransferase (alt) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309573 

uC-zmflmol7277h08bl 

BLASTX 

gll3003 

255 

3.0e-22 

82 

63 

AUXIN-BINDING PROTEIN 1 PRECURSOR (ABP) (ERABP1) 

>gi_100853_pir S16262 auxin-binding protein precursor - 

maize >gi_22107_emb_CAA34376_ (X16309) auxin-binding 
protein (AA 1-201) [Zea mays] >gi__22109_emb_CAA34375_ 
(X16308) precursor polypeptide (AA -38 to 163) [Zea mays] 
>gi_22175_emb_CAA40061_ (X56737) auxin-binding protein [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309574 

uC-zmflmol7278a04bl 
BLASTX ' " 
g548770 
205 

1.0e-18 

93 
56 

60S RIBOSOMAL PROTEIN L3 >gi_4 8 1228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



309575 

uC-zmflmol7278a05bl 

BLASTX 

g3062801 

181 



44062 



E value 


x . ue-i J 


Match length 


O Q 

oo 


% identity 


48 


NCBI Description 


(Abuizo /^>j argmme 


Seq. No. 


1 A AC T 

309576 


Seq. ID 


uC-zmrlmol / Z /oaUoJDl 


jyietnoa 


DT 7\ C""PV 


NCBI GI 


g3337361 


BLAST score 


203 


E value 


3 . Oe-16 


Match length 


S4 


% identity 


67 


NCBI Description 


(AC004481) anJcyrm-. 


Seq. No. 


^ A ACT? 

309577 


Seq. ID 


uC-zmilmol /z /oclzbl 


Metnoa 


BLAbTX 


NCBI GI 


g4ozo Jo4 


BLAST score 




E value 


1 f\e± *3 1 

i . ue-oi 


Match length 


133 


% identity 


49 


NCBI Description 


(AF128395) contains 




polyproteins and to 




PF00098, Score=16.3, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309578 

uC - zmf lmo 17278d03bl 

BLASTX 

g4557078 

187 

5.0e-14 

133 

32 

(AC007a45) putative Tall-1 pol polyprotein, 5' partial 
[Arabidopsis tha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309579 

uC-zmflmo!7278d04bl 

BLASTX 

g3063466 

176 

8.0e-13 

84 

39 

(AC003981) F22013.28 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309580 

uC - zmf lmo 17278e06bl 

BLASTN 

g454880 

46 

1. Oe-16 

92 

88 

Rice mRNA for WSI724 protein induced by water stress, 



44063 



complete cds 



Seq. No. 


309581 


Seq. ID 


uC-zmflmol7278e07bl 


Method 


BLASTX 


NCBI GI 


g3882309 


BLAST score 


205 


E value 


4 . Oe-16 


Match length 


75 


% identity 


44 


NCBI Description 


(AB018337) KIAA0794 


Seq, No, 




beq. id 


ul zmrinioi / z / oiuodi 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


142 


E value 


9.0e-09 


Match length 


46 


% identity 


59 


NCBI Description 


HEAT SHOCK PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256__emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

309583 

uC-zmflmol7278hl2bl 

BLASTX 

gl550660 

263 

7.0e-23 

107 

49 

(Z80226) ptrBa [Mycobacterium tuberculosis] 
309584 

uC-zmflmol7279fl2al 

BLASTN 

g984713 

199 

1.0e-108 

227 

97 

Z.mays MRFV3 mRNA 
309585 

uC-zmflmol7280a02bl 

BLASTN 

g22493 

100 

4.0e-49 

260 

85 

Z.mays transposable element Bg sequence 



Seq. No. 
Seq. ID 



309586 

uC-zmflmol7280a03bl 



44064 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

g2286200 

329 

1.0e-51 

136 
73 

(AF010578) polynucleotide phosphorylase [Pisum sativum] 
309587 

uC-zmflmol7280a04bl 

BLASTX 

g4097573 

141 

7.0e-09 

73 

45 

(U64917) GMFP7 [Glycine max] 
309588 

uC-zmflmol7280a06bl 

BLASTN 

g939784 

42 

2.0e-14 

78 
88 

Zea mays MADS-box protein (ZAP1) mRNA, complete cds 
309589 

uC-zmflmol7280al0bl 

BLASTX 

gll2994 

170 

2.0e-12 

46 

80 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID- INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 141028 4A abscisic acid inducible gene [Zea 

mays] 

309590 

uC-zmflmol7280b02bl 

BLASTX 

g2497748 

165 

2.0e-ll 

72 

46 

NONSPECIFIC LIPID-TRANSFER PROTEIN 4 PRECURSOR (LTP 4) 
>gi_902058 (U29176) lipid transfer protein precursor [Oryza 
sativa] 

309591 

uC-zmflmol7280bl2bl 



44065 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2961284 

244 

9.0e-21 

101 

50 

(Y16848) cinnamyl alcohol dehydrogenase-like protein, 
subunit a [Arabidopsis thaliana] >gi_44 67103__emb_CAB37537__ 
(AL035538) cinnamyl alcohol dehydrogenase-like protein, 
LCADa [Arabidopsis thaliana] 

309592 

uC- zmf lmol 7 2 8 0 cO 5b 1 

BLASTX 

g4204265 

288 

7.0e-26 

122 

51 

(AC005223) 45643 [Arabidopsis thaliana] 
309593 

uC-zmflmol7280c06bl 

BLASTX 

gl31388 

258 

1.0e-22 

92 

65 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 

309594 

uC-zmflmol7280c08bl 

BLASTX 

g2911042 

453 

3.0e-45 

126 

76 

(AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 

309595 

uC-zmflmol7280cllbl 

BLASTX 

g3738295 

264 

5.0e-23 

66 

76 

(AC005309) unknown protein [Arabidopsis thaliana] 



44066 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



309596 

uC-zmflmol7280d02bl 

BLASTX 

gl345588 

441 

7.0e-44 

102 

89 

14-3-3-LIKE PROTEIN GF14-12 >gi_998432_bbs_164524 
GF14-12=GRF2 product /14-3-3 protein homolog [Zea mays, 
XL80, Peptide, 261 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309597 

uC-zmflmol7280e03bl 

BLASTX 

gl23549 

261 

7.0e-23 

78 

72 

17.5 KD CLASS II HEAT SHOCK PROTEIN >gi_100885_pir S14998 

heat shock protein, 18K - maize >gi_22339_emb_CAA38013_ 
(X54076) 18kDa heat shock protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309598 

uC-zmflmol7280e05al 

BLASTX 

g4185311 

242 

8.0e-21 

85 
59 

(AF090446) polyprotein [Zea mays] 
309599 

uC-zmflmol7280e06bl 

BLASTX 

gll70937 

463 

1.0e-46 

102 

88 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309600 

uC-zmflmol7280e09bl 

BLASTX 

g3046693 

225 

1.0e-18 

76 

61 

(AL022140) receptor like protein 



( fragment ) [ Arabidopsis 



44067 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309601 

uC-zmflmol7280f01bl 

BLASTX 

g3413716 

269 

1.0e-23 

125 

52 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309602 

uC-zmflmol7280f06bl 

BLASTX 

g!35417 

204 

1.0e-16 

38 
95 

TUBULIN ALPHA- 3 CHAIN >gi_100946_pir JN0105 tubulin 

alpha-3 chain - maize >gi_22150_emb_CAA44861_ (X63176) 
Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 
tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309603 

uC-zmflmol7280f09bl 

BLASTX 

g3135265 

222 

3.0e-18 

100 

46 

(AC003058) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309604 

uC-zmflmo!7280gl0bl 

BLASTX 

g4539463 

339 

7.0e-32 

117 

58 

(AL049500) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309605 

uC-zmflmol7280hl2bl 

BLASTN 

g22332 

168 

1.0e-89 

243 

93 

Z.mays HRGP gene 



44068 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309606 

uC- zmf Imo 1 7 2 8 lb 1 lb 1 

BLASTX 

g4200338 

300 

3.0e-27 

116 

57 

(Y17277) P69C protein [Lycopersicon esculentum] 
309607 

uC- zmf Imo 1 7 2 8 1 e 0 6b 1 

BLASTX 

g2289002 

236 

2.0e-20 

101 

51 

(AC002335) unknown protein [Arabidopsis thaliana] 



309608 

uC-zmflmol7281fllbl 

BLASTN 

g4105718 

37 

3.0e-ll 

81 
88 

Zea mays cell wall invert ase Incw2 gene, 



complete cds 



309609 

uC-zmflmol7282c08bl 

BLASTX 

g3445397 

219 

9.0e-18 

106 

42 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 
309610 

uC-zmflmol7282e09bl 

BLASTX 

gl32147 

299 

4.0e-27 

59 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_68089_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 

[Zea mays] >gi_217 964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 
>gi_359512__prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 



44069 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309611 

uC-zmflmol7282el2bl 

BLASTX 

g3914019 

395 

2.0e-38 

81 

90 

S -ADENOS YLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRAN SEE RASE) (ADOMET SYNTHETASE) >gi_2305014 
(AF004317) S-adenosyl-L-methionine synthetase homolog [Musa 
acuminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309612 

uC-zmflmol7282fl0bl 

BLASTN 

g5579440 

193 

1.0e-104 

325 
97 

Zea mays histone acetyltransf erase HAT B mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309613 

uC-zmflmol7282g01bl 

BLASTX 

gl488297 

254 

8.0e-22 

74 

68 

(U63530) osRAD23 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309614 

uC-zmflmol7283a03bl 

BLASTX 

g4325282 

236 

8.0e-20 

94 

52 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309615 

uC-zmflmol7283b01bl 

BLASTX 

g2369766 

189 

3.0e-14 

114 
44 

(AJ001304) hypothetical protein [Citrus x paradisi] 



Seq; No. 



309616 



44070 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7283bl0bl 

BLASTX 

g2341027 

191 

1.0e-14 

89 
40 

(AC000104) EST gb_T21788 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309617 

uC-zmflmol7283c!2bl 

BLASTX 

g4204300 

166 

1.0e-ll 

56 

62 

(AC003027) Unknown protein [Arabidopsis thaliana] 
309618 

uC-zmflmol7283e02bl 

BLASTX 

gl076316 

234 

1.0e-19 

101 

45 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 

309619 

uC- zmf lmo 17283gl2bl 

BLASTN 

g20193 

50 

4.0e-19 

94 

88 

O.sativa mRNA for cdc24-/CDC28-related protein kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309620 

uC - zmf lmo 17285a06bl 

BLASTX 

g3046815 

197 

6.0e-27 

81 

77 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



309621 

uC-zmflmo!7285c06bl 

BLASTX 

g2213538 

185 



44071 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-14 

57 

60 

(X98740) 



DNA-binding protein PD2 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309622 

uC-zmflmol7285c08bl 

BLASTN 

g3821780 

36 

9.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
309623 

uC-zmflmol7285e02bl 

BLASTX 

gll2994 

349 

4.0e-33 

89 

81 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA- inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

309624 

uC-zmflmol7285g02bl 

BLASTX 

g2664210 

320 

1.0e-29 

67 

88 

(AJ222644) asparaginyl-tRNA synthetase [Arabidopsis 
thaliana] 

309625 

uC-zmflmol7286b04bl 

BLASTX 

g4586117 

240 

4.0e-20 

73 

63 

(AL04 9638) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



309626 

uC- zmf lmo 1 7 2 8 6b 0 6b 1 

BLASTX 

g606811 

369 

3.0e-35 



44072 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



84 
44 

(U08401) 



carbonic anhydrase [Zea mays] 



309627 

uC-zmflmol7286d02bl 

BLASTX 

gl351989 

198 

3.0e-15 

81 

52 

ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 

(GLUTAMINE- DEPENDENT ASPARAGINE SYNTHETASE) 
>gi_984262_emb_CAA58052_ (X8284 9) asparragine synthetase 

[Zea mays] 

309628 

uC-zmflmol7286e08bl 

BLASTX 

g4406773 

418 

5.0e-41 

142 

33 

(AC006836) putative cell division control protein 48 
[Arabidopsis thaliana] 

309629 

uC- zmf lmo 17286ellbl 

BLASTX 

g3915463 

162 

4.0e-ll 

76 

49 

HYPOTHETICAL 33.1 KD PROTEIN SLR1592 

>gi_1652063_dbj_BAA16988_ (D90902) hypothetical protein 
[Synechocystis sp.] 

309630 

uC- zmf lmo 1 7 2 8 6g0 9b 1 

BLASTX 

g3157936 

309 

2.0e-28 

111 

55 

(AC002131) Contains similarity to NFATc3 gbJ328807 from Mus 
musculus. [Arabidopsis thaliana] 

309631 

uC-zm'flmol7286h02al 

BLASTX 

g!063400 

301 

2.0e-27 



44073 



Match length 

% identity 

NCBI Description 

Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
70 

(X92888) 



glycolate oxidase [Lycopersicon esculentum] 



309632 

uC- zmf lmo 1 7 2 8 6h0 5bl 

BLASTX 

g2244753 

385 

3.0e-37 

115 

58 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
309633 

uC-zmflmol7287cl0bl 

BLASTX 

g4651204 

229 

8.0e-19 

86 
44 

(AB026262) ring finger protein [Cicer arietinum] 
309634 

uC- zmf lmo 1 7 2 8 7 dO 2b 1 

BLASTX 

g2160175 

177 

6.0e-26 

86 

74 

(AC000132) 
proteinase 



Strong similarity to Dianthus cysteine 
(gb U17135) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309635 

uC-zmflmol7288al0bl 

BLASTX 

g3776573 

317 

3.0e-29 

133 
47 

(AC005388) Similar to nodulins and lipase homolog F14J9.5 
gi_3482914 from Arabidopsis thaliana BAC gb_AC003970. 
Alternate first exon from 72258 to 72509. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309636 

uC- zmf lmo 17288f08bl 

BLASTX 

g4239845 

391 

8.0e-38 

86 

80 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 



44074 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309637 

uC-zmflmol7288hllbl 

BLASTX 

g2984709 

471 

3.0e-47 

89 

100 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
309638 

uC-zmflmol728 9bl2bl 

BLASTX 

gll6054 

233 

2.0e-19 

53 
89 

CALCIUM-DEPENDENT PROTEIN KINASE SK5 (CDPK) 

>gi_280393_pir A43713 calcium- dependent protein kinase (EC 

2.7.1.-) - soybean >gi_169931 (M64 987) Glycine max calcium 
dependent protein kinase mRNA. [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309639 

uC-zmflmol7289dl2bl 

BLASTX 

g4056503 

147 

2.0e-09 

36 

81 

(AC005896) unknown protein [Arabidopsis thaliana] 
309640 

uC-zmflmol7289f07bl 

BLASTN 

g2832242 

113 

1.0e-56 

418 

43 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
309641 

uC-zmflmol7289f08al 

BLASTX 

g!35535 

153 

2.0e-18 

74 

72 

T-COMPLEX PROTEIN 1, ALPHA SUBUNIT 
(CCT -ALPHA) >gi_322602_pir JN0448 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj__BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi_2326265_dbj_BAA21772_- (D11352) CCT 



(TCP-1-ALPHA) 
t-complex polypeptide 



44075 



alpha/TCP-1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309642 

uC-zmflmol7289g06bl 

BLASTX 

gl23613 

671 

9.0e-71 

139 

95 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_100222_pir S14 94 9 

heat shock cognate protein 70 - tomato 

>gi_19256_emb_CAA37970_ (X54029) heat shock protein cognate 
7 0 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309643 

uC-zmflmol7289g08bl 

BLASTX 

g2244780 

222 

4.0e-18 

80 
62 

(Z97335) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309644 

uC-zmflmol7289gllbl 

BLASTX 

g733454 

322 

7.0e-30 

57 

100 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309645 

uC-zmflmol7290b02bl 

BLASTX 

g2146746 

164 

6.0e-20 

98 
61 

protein kinase (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_166819 (L05562) protein kinase [Arabidopsis thaliana] 

309646 

uC- zmf Imo 1 7 2 9 0b 0 5bl 

BLASTX 

g3201618 

732 

8.0e-78 

156 

82 

(AC004669) Sop2p-like protein 



[Arabidopsis thaliana] 



44076 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309647 

uC-zmflmol7290c03bl 

BLASTX 

gll5771 

550 

2.0e-56 

122 

89 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309648 

uC- zmf lmo 17290c06bl 

BLASTX 

g3047123 

583 

2.0e-60 

140 

73 

(AF058919) similar to the family of glycosyl hydrolases 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309649 

uC-zmf lmo!72 90cl0bl 

BLASTN 

g3821780 

36 

1.0e-10 

48 

67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309650 

uC-zmflmol7290e04bl 

BLASTX 

gll2994 

395 

2.0e-38 

85 

94 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685jpir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



309651 

uC-zmflmo!7290e07bl 

BLASTX 

g4033469 

144 

6.0e-09 
36 



44077 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_emb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 

309652 

uC-zmflmol7290el0bl 

BLASTX 

g2829688 

335 

2.0e-31 

85 
84 

CYSTEINE SYNTHASE (O-ACETYLSERINE SULFHYDRYLASE) 
( O-ACET YLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1076798_pir S52738 cysteine synthase (EC 4.2.99.8) 

precursor - maize >gi_758353_emb_CAA59798_ (X85803) 
cysteine synthase [Zea mays] 

309653 

uC-zmflmol7290f04bl 

BLASTX 

g2129559 

231 

2.0e-19 

80 

59 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

309654 

uC-zmflmol7290g02bl 

BLASTN 

g432606 

59 

2.0e-24 

75 

95 

ricl=ras-related GTP binding protein possessing GTPase 
activity [Oryza sativa=rice, Yamahoushi, callus, inRNA, 955 
nt] 

309655 

uC-zmflmol7290h05al 

BLASTX 

g3201612 

174 

2.0e-12 

123 

33 

(AC004669) putative 2A6 protein [Arabidopsis thaliana] 



Seq. No. 



309656 



44078 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7290h05bl 

BLASTX 

gl903360 

161 

6.0e-ll 

92 

39 

(AC000104) Similar to Arabidopsis 2A6 (gb_X83096) . EST 
gb_T76913 comes from this gene. [Arabidopsis thaliana] 

309657 

uC-zmflmol7291g03al 

BLASTN 

g2605618 

64 

2.0e-27 

68 

99 

Oryza sativa mRNA for OSMYB2, complete cds 
309658 

uC-zmflmol7292b09al 

BLASTN 

g4160401 

124 

2.0e-63 

184 

92 

Zea mays eIF-5 gene, exons 1-2 
309659 

uC-zmflmol7292b!2bl 

BLASTX 

gll76529 

168 

1.0e-ll 

64 
48 

HYPOTHETICAL 100.9 KD PROTEIN C34E10.3 IN CHROMOSOME III 
>gi_500726 (U10402) C34E10.3 gene product [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



309660 

uC-zmflmol7292c07bl 

BLASTN 

g4582786 

54 

8.0e-22 

78 

92 

Zea mays mRNA for adenosine kinase, putative 
309661 

uC-zmflmol7292cl0al 

BLASTN 

g!370602 

127 



44079 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



5.0e-65 

160 

95 

Z.mays mRNA for annexin p35 
309662 

uC-zmflmol7292e03bl 

BLASTN 

g22091 

204 

l.Oe-111 

454 

16 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
309663 

uC-zmflmol7292f07bl 

BLASTN 

g2245648 

35 

1.0e-10 

39 

97 

Zea mays discolored-1 
partial sequence 



(mutant allele dscl-Ref : :Mul) gene, 



309664 

uC-zmflmol7292gl0bl 

BLASTX 

gl709000 

147 

6.0e-10 

31 

94 

S - ADENOS YLME T H I ON I NE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 

309665 

uC-zmflmol7292hl0bl 

BLASTX 

g4263519 

159 

1.0e-10 

41 

76 

(AC004044) small nuclear riboprotein Sm-Dl [Arabidopsis 
thaliana] 

309666 

uC- zmf lmo 1 7 2 9 3d0 3b 1 

BLASTN 

g3821780 

35 

5.0e-10 
35 



44080 



% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309667 

uC-zmflmol7293e01bl 

BLASTN 

g22332 

307 

1.0e-172 

472 

92 

Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309668 

uC-zmflmol7293g01bl 

BLASTN 

gl899026 

48 

4.0e-18 

48 

100 

Zea mays superoxide dismutase 4A (sod4A) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309669 

uC-zmflmol7293g05bl 

BLASTX 

g4580455 

269 

6.0e-24 

85 

61 

(AC006081) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309670 

uC-zmflmol7294b04bl 

BLASTX 

gll43705 

291 

3.0e-26 

99 

64 

(X89760) Hox2a [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309671 

uC-zmflmol7294ellbl 

BLASTX 

g4220527 

553 

8.0e-57 

161 

64 

(AL035356) putative protein 



[Arabidopsis thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



309672 

uC-zmflmo!7294f06bl 

BLASTN 

g257040 



44081 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

2.0e-12 

50 

94 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309673 

uC-zmflmol7294f09bl 

BLASTX 

gl709000 

570 

8.0e-59 

115 

93 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOS YLT RAN SFE RASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309674 

uC-zmflmol7294h06bl 

BLASTX 

g4454032 

229 

8.0e-19 

78 

59 

(AL035394) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309675 

uC-zmflmol7295allbl 

BLASTX 

g3056586 

408 

8.0e-45 

160 

58 

(AC004255) T1F9.7 [Arabidopsis thaliana] 
309676 

uC- zmf lmo 1 7 2 9 5b 0 9b 1 

BLASTX 

g2250699 

448 

2.0e-44 

154 

50 

(AB001517) PWP2 protein [Homo sapiens] 
309677 

uC- zmf lmo 1 7 2 9 5d0 9b 1 

BLASTX 

g3193293 

251 

2.0e-21 

74 

59 



44082 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB:AC000375) 
[Arabidopsis thaliana] 

309678 

uC-zmflmol7295e02bl 

BLASTX 

gl402881 

178 

8.0e-13 

139 

37 

(X98130) non-ltr retrotransposon reverse transcriptase-like 
protein [Arabidopsis thaliana] 

309679 

uC-zmflmol7295f03bl 

BLASTX 

g4165323 

424 

9.0e-42 

130 

61 

(AB022442) p-type H+-ATPase [Vicia faba] 
309680 

uC-zmflmol7295g05bl 

BLASTX 

g2493494 

201 

9.0e-16 

94 

48 

SERINE CARBOXY PEPTIDASE II-2 PRECURSOR (CP-MII.2) 
>gi_619351_bbs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309681 

uC-zmflmol7295gl2bl 

BLASTX 

g2522210 

149 

2.0e-09 

48 

54 

(AF023132) choline monooxygenase [Beta vulgaris] 



309682 

uC-zmflmol7295h02bl 

BLASTX 

gl35411 

568 

1.0e-58 

109 

95 

TUBULIN ALPHA- 2 CHAIN 



>gi_82732_pir S15772 tubulin alpha-2 



44083 



chain - maize >gi_22148_emb__CAA33733_ (X15704! 
alpha2-tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309683 

uC-zmflmo!7297a03bl 

BLASTX 

g3341688 

339 

1.0e-31 

139 
50 

(AC003672) putative casein kinase II beta subunit 
[Arabidopsis thaliana] 

309684 

uC-zmflmo!7297a06bl 

BLASTN 

g22091 

79 

2.0e-36 

132 

28 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
309685 

uC-zmflmol7297allbl 

BLASTN 

g22332 

369 

0.0e+00 

481 

94 



NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309686 

uC-zmflmol7297al2bl 

BLASTN 

g4007864 

79 

2.0e-36 

144 

56 

Zea mays HRGP gene, AC1503 line 
309687 

uC- zmf lmo 17297c! 2b 1 

BLASTX 

g2618721 

457 

2.0e-45 

152 

60 

(U49072) IAA16 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



309688 

uC-zmflmol7297d01bl 
BLASTN 



44084 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3511235 
40 

6.0e-13 

64 

91 

Zea mays starch branching enzyme lib (ae) gene, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309689 

uC- zmf Imo 1 7 2 9 7 e 0 6b 1 

BLASTX 

g4001720 

146 

5.0e-09 

48 

56 

(AB015894) neural specific sr protein NSSR 1 



[Mus mus cuius] 



309690 

uC-zmflmol7297e08bl 

BLASTX 

g417103 

627 

2.0e-65 

126 

99 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi__488569 (U09461) histone 
H3.2 [Medicago sativa] >gi__488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754__emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755__emb_CAB38917 . 1__ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

309691 

uC- zmf lmo 17 2 9 7 f 0 6b 1 

BLASTX 

g2832643 

170 

6.0e-12 

81 
43 

(AL021710) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



309692 



44085 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

if identity 

NCBI Description 



uC-zmflmol7297h01bl 

BLASTX 

g2984709 

451 

6.0e-45 

89 

96 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
309693 

uC-zmflmol7297h09bl 

BLASTX 

g3914935 

376 

2.0e-40 

137 

63 

40S RIBOSOMAL PROTEIN SA (P40) >gi_3204099_emb_CAA07226_ 
(AJ006759) ribosome-associated protein p40 [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309694 

uC- zmf lmo 1 7 2 9 9d0 4 b 1 

BLASTX 

g3402692 

196 

2.0e-15 

53 
79 

(AC004697) putative 

CDP-diacylglycerol — glycerol-3-phosphate 
3-phosphatidyltransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



309695 

uC-zmflmol7300a05al 

BLASTN 

g483489 

165 

5.0e-88 

207 

96 

Z.mays IBP1 mRNA for initiator-binding protein 
309696 

uC-zmflmol7300a07bl 

BLASTX 

g481477 

720 

2.0e-76 

144 

18 

ubiquitin precursor - rice >gi_416038_emb_CAA53665_ 
(X76064) polyubiquitin [Oryza sativa] >gi_1574 944 (U37 687) 
polyubiquitin [Oryza sativa] 

309697 

uC-zmflmol7300al0bl 



44086 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2781345 

196 

2.0e-15 

68 
51 

(AC003113) F2401.2 [Arabidopsis thaliana] 



309698 

uC-zmflmol7300b02bl 

BLASTX 

gl34597 

360 

2.0e-42 

111 

81 

SUPEROXIDE DISMUTASE-4A 4CU-ZN) 
superoxide dismutase (EC 1.15.1, 
maize 



>gi_100926jpir S07007 

1) (Cu-Zn) 4, cytosolic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309699 

uC-zmflmol7300b04bl 

BLASTX 

gl084442 

323 

6.0e-30 

72 

79 

cellulase (EC 3.2.1.4) - 
>gi_5 754 0 4_emb_CAA5 2 3 4 3_ 
nigra] 



European elder 

(X74290) cellulase [Sambucus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



309700 

uC - zmf lmo 17300d03bl 

BLASTX 

g3169012 

499 

2.0e-50 

162 

62 

(AJ002610) putative calmodulin binding transporter protein 
[Hordeum vulgare] 

309701 

uC-zmflmol7300dl0bl 

BLASTN 

gl061307 

41 

1.0e-13 

53 

94 

Z.mays Dof3 mRNA 
309702 

uC-zmflmol7300e!2bl 

BLASTX 

g3377802 



44087 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286 

3.0e-3CT 

148 

47 

(AF075597) Similar to sucrose synthase; T2H3.8 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309703 

uC-zmflmol7300h05bl 

BLASTX 

g4538624 

155 

3.0e-10 

79 
44 

(AJ133502) hypothetical protein [Nicotiana tabacum] 
309704 

uC-zmflmol7301a04bl 

BLASTX 

g3914212 

184 

1.0e-13 

134 

34 

5-OXOPROLINASE (5-OXO-L-PROLINASE) (PYROGLUTAMASE) 
(5-OPASE) >gi_1732065 (U70825) 5-oxo-L-prolinase [Rattus 
norvegicus] 

309705 

uC-zmflmol7301a07bl 

BLASTX 

gll5771 

798 

2.0e-85 

148 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein {AA 1 - 262) [Zea mays] 

309706 

uC-zmflmol7301al0bl 

BLASTX 

gl890575 

154 

2.0e-10 
44 
64 

(X93174) xyloglucan endotransglycosylase 
vulgare] 



(XET) [Horde urn 



Seq. No. 
Seq. ID 
Method 



309707 

uC-zmflmol7301ellbl 
BLASTN 



44088 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22312 
88 

7.0e-42 

187 

93 

Maize ABA-inducible gene for glycine-rich protein { ABA = 
abscisic acid) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309708 

uC-zmflmol7301f06bl 

BLASTX 

g2668742 

416 

8.0e-41 

85 
94 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
309709 

uC-zmflmol7303a02bl 

BLASTX 

gll2994 

182 

2.0e-13 

96 

49 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

309710 

uC-zmflmol7303b05bl 

BLASTX 

gl33361 

208 

1.0e-23 

122 

53 

DNA- DIRECTED RNA POLYMERASE III 128 KD POLYPEPTIDE (RNA 

POLYMERASE III SUBUNIT 2) >gi_66988_pir RNFF32 

DNA-directed RNA polymerase (EC 2.7.7.6) III second-largest 
chain - fruit fly (Drosophila melanogaster) 
>gi_10963_emb_CAA41631_ (X58826) RNA polymerase III 
second-largest subunit [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309711 

uC-zmflmol7303c04bl 

BLASTX 

g4105772 

552 

1.0e-56 

167 

40 

(AF049917) PGP9B [Petunia x hybrida] 



44089 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309712 

uC-zmflmol7304c06al 

BLASTN 

g294844 

181 

3.0e-97 

327 

89 

Saccharum hybrid cultivar H65-7052 membrane protein mRNA, 
complete cds 

309713 

uC-zmflmol7305c06al 

BLASTN 

gl532072 

115 

5.0e-58 

267 

86 

Z.mays mRNA for S-adenosylmethionine decarboxylase 
309714 

uC-zmflmol7305h05al 

BLASTX 

gl209756 

319 

1.0e-29 

81 

70 

(U43629) integral membrane protein [Beta vulgaris] 
309715 

uC- zmf lmo 17306al2bl 

BLASTX 

g2130137 

545 

6.0e-56 

117 

48 

homeotic protein Hox2b - maize >gi_1143707_emb_CAA61910_ 
(X89761) Hox2b [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



309716 

uC-zmflmol7306b02bl 

BLASTX 

g3293031 

684 

4.0e-72 

169 

76 

(AJ007574) amino acid carrier 
309717 

uC- zmf lmo 1 7 3 0 6e 0 6 a 1 

BLASTX 

g2262113 



[Ricinus communis] 



44090 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169 

7.0e-12 

48 

60 

(AC002343) unknown protein [Arabidopsis thaliana] 
309718 

uC-zmflmol7306e06bl 

BLASTX 

g2262113 

152 

9.0e-10 

44 
70 

(AC002343) unknown protein [Arabidopsis thaliana] 
309719 

uC-zmflmol7306ellbl 

BLASTX 

g2749752 

156 

3.0e-10 

135 

39 

(AL021086) l-evidence=predicted by content; 
l-method==genefinder;084; l-method_score=147 . 90; 

1- evidence_end; 2-evidence=predicted by match; 

2- match_accession=SWISS-PROT:P30630; 
2-match_description=LIN-9 PROTEIN. ; 2-match_species 

309720 

uC-zmflmol7306el2bl 

BLASTX 

g2191144 

146 

4.0e-09 

35 

71 

(AF007269) A_IG002N01 . 24 gene product [Arabidopsis 
thaliana] 

309721 

uC-zmflmol7306f09bl 

BLASTX 

g3413712 

451 

5.0e-45 

103 

69 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
309722 

uC-zmflmol7306h02al 

BLASTN 

gl617470 

52 

2.0e-20 



44091 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 
92 

Z.diploperennis DNA for Grandel-4 retrotransposon 
309723 

uC-zmflmol7306h02bl 

BLASTX 

gl244653 

376 

2.0e-36 

94 

79 

(U41000) gag gene product [Zea mays] 
309724 

uC- zmf lmo 17 3 0 6h0 9a 1 

BLASTN 

g498774 

62 

1.0e-26 

78 
95 

Z.mays (cv DH5xDH7) hsp70-5 mRNA for heat shock protein 
309725 

uC-zmflmol7307a09bl 

BLASTX 

g4585991 

616 

3.0e-64 

153 

69 

(AC005287) very similar to mouse Dhml and Dhm2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



309726 

uC-zmflmol7307c08bl 

BLASTX 

g4415990 

285 

8.0e-44 

132 

71 

(AF059287) beta-tubulin 



1 [Eleusine indica] 



309727 

uC-zmflmol7307d04bl 

BLASTX 

g3822403 

183 

2.0e-16 

111 
42 

(AF087932) hydroperoxide lyase 
309728 

uC-zmflmol7307e04bl 



[Arabidopsis thaliana] 



44092 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4539303 

189 

4.0e-14 

96 

48 

(AL049480) 



putative protein [Arabidopsis thaliana] 



309729 

uC-zmflmol7307e09bl 

BLASTX 

g4572676 

219 

7.0e-18 

107 
43 

(AC006954) unknown protein [Arabidopsis thaliana] 
309730 

uC-zmflmol7307el2bl 

BLASTX 

g3264596 

247 

2.0e-29 

131 

59 

(AF057183) putative tonoplast aquaporin [Zea mays] 



309731 

uC-zmflmol7307g03bl 

BLASTX 

g!773330 

347 

9.0e-33 

78 

87 

(080071) glycolate oxidase 



[Mesembryanthemum crystal linum] 



309732 

uC-zmflmol7307gl2bl 

BLASTX 

gll3460 

216 

2.0e-17 

120 
47 

ADP,ATP CARRIER PROTEIN 2 PRECURSOR (ADP/ATP TRANSLOCASE 2) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 2) (ANT 2) 

>gi_100851_pir S16568 ADP, ATP carrier protein precursor - 

maize >gi_22164_emb_CAA41812_ (X59086) adenine nucleotide 
translocator [Zea mays] 

309733 

uC-zmflmol7307h01bl 

BLASTN 

g4007864 

44 



44093 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-15 

104 

86 

Zea mays HRGP gene, AC1503 line 
309734 

uC-zmflmol7308allbl 

BLASTX 

gl890575 

208 

2.0e-24 

85 

65 

(X93174) 
vulgare] 



xyloglucan endotransglycosylase (XET) [Hordeum 



309735 

uC-zmflmol7308b02bl 

BLASTX 

g2980773 

231 

3.0e-19 

87 

59 

(AL022198) putative protein 



[Arabidopsis thaliana] 



309736 

uC-zmflmol7308bl0bl 

BLASTX 

g3980415 

170 

2.0e-12 

54 

57 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 

309737 

uC-zmflmol7308d02bl 

BLASTX 

gl513144 

202 

1.0e-15 

146 

32 

(U65391) PRF [Lycopersicon esculentum] 
309738 

uC-zmflmol7308e04bl 

BLASTX 

gl658313 

279 

4.0e-25 

72 
38 

(Y08987) osr40g2 [Oryza sativa] 



44094 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309739 

uC-zmflmol7308f01bl 

BLASTX 

g3603456 

451 

3.0e-45 

99 

28 

(AF088848) polyubiquitin [Capsicum chinense] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309740 

uC-zmflmol7308f02bl 

BLASTX 

g3004552 

177 

6.0e-13 

103 

40 

(AC003673) unknown protein [Arabidopsis thaliana] 
309741 

uC-zmflmol7309a05bl 

BLASTX 

gll2994 

333 

3.0e-31 

86 

81 

GLYCINE-RICH RNA- BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb__CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

309742 

uC-zmflmol7309a06bl 

BLASTN 

g3821780 

36 

1.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



309743 

uC-zmflmol7309a08bl 

BLASTX 

g396384 

176 

1.0e-12 

70 

50 

(U00006) No definition line 



found [Escherichia coli] 



Seq. No. 
Seq. ID 



309744 

uC-zmflmol7309b01bl 



44095 



o • 



Method 


BLASTX 


NCBI GI 


a4038352 


BLAST score 


147 


E value 


2.0e-09 


Match length 


93 


% identity 


42 


NCBI Description 


(AF098951) breast cancer resistance protein [Homo ; 


Seq. No. 


309745 


Seq. ID 


uC- zmf lmo 1 7 3 0 9b 1 Ob 1 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


357 


E value 


1.0e-55 


Match length 


124 


% identity 


9 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


309746 


Seq. ID 


uC-zmflmol7309fl0bl 


Method 


BLASTN 


NCBI GI 


a22332 

y £-i w <*y w b 


BLAST score 


292 


E value 


1.0e-163 


Match length 


412 


% identity 


93 


NCBI Description 


Z.mays HRGP gene 


Seq, No. 


309747 


Seq. ID 


uC- zmf lmo 1 7 3 0 9h0 6b 1 


Method 


BLASTX 


NCBI GI 


cr2944417 


BLAST score 


263 


E value 


6.0e-25 


Match length 


108 


% identity 


61 


NCBI Description 


(AF049881) peroxidase FLXPER4 [Linum usitatissimum; 


Seq. No. 


309748 


Seq. ID 


uC-zmflmo!7309h08bl 


Method 


BLASTX 


NCBI GI 


a4468979 


BLAST score 


172 


E value 


2.0e-12 


Match length 


51 


% identity 


59 


NCBI Description 


(AL035605) putative protein [Arabidopsis thaliana] 


Seq. No. 


309749 


Seq. ID 


uC-zmflmol7310d06al 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


71 


% identity 


45 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 



44096 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



309750 

uC-zmflmol7310h06al 

BLASTX 

g4415937 

378 

2.0e-41 

122 

65 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
309751 

uC- zmf lmo 1 7 3 1 0 hO 6b 1 

BLASTX 

g4415937 

195 

8.0e-15 

129 

39 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
309752 

uC-zmflmol7310h07al 

BLASTX 

g2499134 

350 

3.0e-33 

77 

79 

XAP-5 PROTEIN >gi_1203974 (L44140) XAP-5 gene product [Homo 
sapiens] 

309753 

uC-zmflmol7310h07bl 

BLASTX 

g2335055 

143 

2.0e-13 

85 

51 

(AD001530) putative [Homo sapiens] 
309754 

uC-zmflmol7311h06al 

BLASTX 

gl914683 

166 

1.0e-ll 

37 

84 

(Y12013) RAD23, isoform I 
309755 

uC-zmflmol7312c08bl 
BLASTX 
g2529677 
403 



[Daucus carota] 



44097 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-39 

139 

60 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 

309756 

uC-zmflmol7312e09bl 

BLASTX 

g4581164 

257 

4.0e-22 

145 

43 

(AC006220) putative polyprotein [Arabidopsis thaliana] 

309757 ^ . 

uC-zmflmol7312h07bl 

BLASTX 

g4417288 

172 

4.0e-12 

101 

70 

(AC007019) unknown protein [Arabidopsis thaliana] 
309758 

uC-zmflmol7313b03bl 

BLASTN 

g2773153 

202 

1.0e-109 

278 

93 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

309759 

uC-zmflmol7313b06bl 

BLASTN 

g3821780 

36 

1.0e-10 

47 

66 

Xenopus laevis cDNA clone 27A6-1 
309760 

uC- zmf lmo 1 7 3 1 3b0 8bl 

BLASTX 

gl890575 

491 

2.0e-53 

160 

67 

(X93174) xyloglucan endotransglycosylase (XET) [Hordeum 
vulgare] 



44098 



Seq. No. 


309761 


Seq. ID 


uC-zmflmol7313f llbl 


Method 


BLASTX 


NCBI GI 


g3790575 


BLAST score 


212 


E value 


8.0e-17 


Match length 


105 


% identity 


43 


NCBI Description 


(AF078825) RING-H2 




thaliana] 


Seq. No. 


309762 


Seq. ID 


uC-zmflmol7313g02bl 


Method 


BLASTN 


NCBI GI 


g22332 


BLAST score 


231 


E value 


1.0e-127 


Match length 


354 


% identity 


91 


NCBI Description 


2. mays HRGP gene 


Seq. No. 


309763 


Seq. ID 


uC-zmflmol7313gl0bl 


Method 


BLASTX 






BLAST score 


347 


E value 


9.0e-33 


Match length 


123 


% identity 


60 


NCBI Description 


(AF043525) 20S prot< 




thaliana] 


Seq. No. 


309764 


Seq. ID 


uC-zmflmol7315allal 


Method 


BLASTN 


NCBI GI 


g3004949 


BLAST score 


35 


E value 


3.0e-10 


Match length 


67 


% identity 


88 


NCBI Description 


Zea mays tonoplast ; 




complete cds 



finger protein RHA3b [Arabidopsis 



[Arabidopsis 



(ZmTIPl) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309765 

uC-zmflmol7315h05al 

BLASTX 

gl314711 

473 

2.0e-47 

135 

70 

(U54 615) calcium-dependent protein kinase [Arabidopsis 
thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 



Seq. No. 



309766 



44099 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7316c08al 

BLASTN 

g507844 

57 

2.0e-23 

205 

82 

Zea mays A188 retrotransposon gag gene, complete cds 
309767 

uC-zmflmol7316d02al 

BLASTN 

g485376 

103 

5.0e-51 

200 
87 

Zea mays alpha-3-tubulin gene, complete cds 
309768 

uC-zmflmol7317b03al 

BLASTX 

g3204108 

171 

3.0e-12 

43 

79 

(AJ006764) putative deoxycytidylate deaminase [Cicer 
arietinuia] 

309769 

uC-zmflmo!7317b06al 

BLASTX 

g4314400 

313 

8.0e-29 

105 

60 

(AC006232) 
thaliana] 



putative selenium-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



309770 

uC-zmflmol7317c04al 

BLASTX 

g2130141 

174 

1.0e-12 

51 

59 

mudrA protein - maize transposon MuDR >gi_540581 (M76978) 
mudrA [Zea mays] >gi_595816 (U14597) mudrA gene product 
[Zea mays] 

309771 

uC- zmf lmo 17317g06al 

BLASTN 

g3925238 



44100 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



46 

1.0e-16 

133 

84 

Zea mays 6-phosphogluconate dehydrogenase isoenzyme A gene, 
partial cds 

309772 

uC-zmflmol7318g02al 

BLASTX 

gl711355 

314 

6.0e-29 

94 

63 

SHORT-CHAIN TYPE DEHYDROGENASE /REDUCTASE 

>gi_421786_pir S34678 short-chain alcohol dehydrogenase - 

Norway spruce >gi_395223_emb_CAA52213_ (X74115) short-chain 
alcohol dehydrogenase [Picea abies] 



309773 

uC - zmf lmo 1 7 3 1 9b 0 8 a 1 

BLASTN 

g601870 

45 

5.0e-16 

57 

95 

Oryza sativa manganese superoxide dismutase 
complete cds 



(rmsod2) mRNA, 



309774 

uC- zmf lmo 1 7 3 1 9b0 9a 1 

BLASTX 

g4091080 

262 

7.0e-23 
44 

95 

(AF045571) nucleic acid binding protein [Oryza sativa] 
309775 

uC-zmflmol7319c04al 

BLASTN 

g4185305 

110 

5.0e-55 

202 

45 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

309776 

uC-zmflmol7320c05bl 
BLASTN 



44101 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3821780 
35 

4.0e-10 

35 
100 

Xenopus laevis cDNA clone 27A6-1 
309777 

uC-zmflmol7320c07al 

BLASTN 

gl657766 

230 

1.0e-126 

428 

66 

Zea mays retrotransposon Opie-2 5' LTR, primer binding 
site, gag gene, pol gene, complete cds 7 polypurine tract 
and 3' LTR 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



309778 • 

uC-zmflmol7320d03al 

BLASTX 

g2688822 

222 

4.0e-18 

71 

55 

(U93272) pyrophosphate-dependent phosphofructo-l-kinase 
[Prunus arirteniaca] 

309779 

uC-zmflmol7320e04bl 

BLASTN 

g3869066 

34 

2.0e-09 

62 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBM17, complete sequence [Arabidopsis thaliana] 

309780 

uC-zmflmol7320f04bl 

BLASTX 

g2565436 

318 

3.0e-29 

117 

59 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 
309781 

uC-zmflmol7320f07bl 

BLASTX 

g625509 

537 

5.0e-55 



44102 



Match length 


145 


% identity 


22 


NCBI Description 


ubiquitin precursor - Arabidopsis thaliana (fragment) 


Seq. No. 


309782 


Seq. ID 


uC- zmf lmo 17320g06bl 


Method 


BLASTX 


NCBI GI 


g4406781 


BLAST ^rorp" 


327 


E value 


2.0e-30 


Match length 


121 


% identity 


59 


NCBI Description 


(AC006532) putative Na+/H+ antiporter [Arabidopsis 




thaliana] 


Seq. No. 


309783 


Seq. ID 


uC-zmflmol7320g09bl 


Method 


BLASTN 


L\ V ±J _I_ \J J_ 




BLAST score 


36 


E value 


1.0e-10 


Match length 


47 


% identity 


66 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


309784 


Seq. ID 


uC-zmflmol7320gllal 


Method 


BLASTX 


NCBI GI 


g2645999 




194 


E value 


4.0e-15 


Match length 


42 


% identity 


86 


NCBI Description 


(AF034631) chlorophyll a/b binding protein of LHCII type 




precursor [Panax ginseng] 


Seq. No. 


309785 


Seq. ID 


uC-zmflmol7321c03bl 


Method 


BLASTX 






BLAST score 


175 


E value 


7.0e-13 


Match length 


71 


% identity 


59 


NCBI Description 


(Y13437) shaggy-like kinase etha (OSKetha) [Oryza sativa^ 


Seq. No. 


309786 


Seq. ID 


uC-zmflmol7321cllal 


Method 


BLASTX 


NCRT (IT 




BLAST score 


208 


E value 


1.0e-21 


Match length 


61 


% identity 


92 


NCBI Description 


(AC004238) unknown protein [Arabidopsis thaliana] 


Seq. No. 


309787 



44103 



Seq. ID 


f 

uC 


W 

-zmflmol7321dl2bl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 




E value 


1. 


Oe-10 


Match length 


36 




% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


309788 


Seq. ID 


uC 


-zmflmol7322a06al 


Method 


BLASTX 


NCBI GI 


g4454471 


BLAST score 


167 


E value 


4. 


Oe-12 


Match length 


39 




% identity 


77 




NCBI Description 


(AC006234) putative 



putative G protein coupled receptor [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



[Zea mays] 



309789 

uC-zmflmol7322bl0bl 

BLASTX 

g2393775 

313 

1.0e-28 

60 
85 

(U82230) prolamin box binding factor 
309790 

uC- zmf lmo 1 7 3 2 2 cO lbl 

BLASTN 

g3821780 

37 

3.0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 



309791 

uC-zmflmol7322c05al 

BLASTN 

g22091 

216 

1.0e-118 

265 

96 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
309792 

uC-zmflmol7322c05bl 

BLASTN 

g22332 

81 

1.0e-37 
332 



44104 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Z.mays HRGP gene 
309793 

uC-zmflmol7322d02bl 

BLASTX 

g3242708 

408 

8.0e-40 

166 

51 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

309794 

uC-zmflmol7322dllbl 

BLASTX 

gl781299 

263 

9,0e-23 

82 
61 

(Y09506) trans forme r-SR ribonucleoprotein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309795 

uC-zmflmol7322el0bl 

BLASTX 

g!706256 

159 

1.0e-10 

50 
60 

PEPT IDYL- PROLYL CIS-TRANS I SOME RASE 10 (PPIASE) (ROTAMASE) 
(CYCLOPHILIN-10) >gi_733577 (U23453) similar to 
peptidyl-prolyl cis-trans isomerase (PPIASE) (CYCLOPHILIN) 
[Caenorhabditis elegans] >gi_1155225 (U34 954) cyclophilin 
isoform 10 [Caenorhabditis elegans] 



Seq. No. 


309796 


Seq. ID 


uC-zmflmol7322f03bl 


Method 


BLASTX 


NCBI GI 


g4432857 


BLAST score 


145 


E value 


5.0e-09 


Match length 


105 


% identity 


30 


NCBI Description 


(AC006300) hypothetical ; 


Seq. No. 


309797 


Seq. ID 


uC-zmflmol7322g02bl 


Method 


BLASTX 


NCBI GI 


g419789 


BLAST score 


304 


E value 


1.0e-27 


Match length 


96 


% identity 


59 



44105 



o 



NCBI Description hypothetical protein - potato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
'BLAST score 
E value 
Match length 
% identity 
NCBI Description 



309798 

uC-zmflmol7322gllal 

BLASTN 

g602605 

45 

1.0e-16 

137 

82 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
309799 

uC- zmf lmo 1 7 3 2 2h0 2b 1 

BLASTX 

g2286153 

171 

3.0e-12 

49 

71 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
309800 

uC-zmflmol7323e04al 

BLASTX 

g3451078 

158 

1.0e-10 

128 
32 

(AL031326) putative protein [Arabidopsis thaliana] 
309801 

uC-zmflmol7324a07al 

BLASTX 

g3378134 

206 

2.0e-16 

109 
43 

(AF071503) brahma associated protein 60 kDa [Drosophila 
melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



309802 

uC-zmflmol7324gllal 

BLASTX 

g2832700 

186 

5.0e-14 

60 

62 

(AL021713) unknown protein [Arabidopsis thaliana] 
309803 

uC-zmflmol7326g04al 

BLASTN 

g2341060 



44106 



0 



BLAST score 


70 


E value 


4.0e-31 


Match length 


280 


% identity 


82 


NCBI Description 


Zea mays translational initiation factor 




mRNA, complete cds 


Seq. No. 


309804 


Seq. ID 


uC-zmflmol7327a01al 


Method 


BLASTX 


NCBI GI 


g4432835 


BLAST score 


201 


E value 


9.0e-16 


Match length 


64 


% identity 


55 


NCBI Description 


(AC006283) unknown protein [Arabidopsis ■ 


Seq. No. 


309805 


Seq. ID 


uC-zmflmol7327allbl 


Method 


BLASTX 


NCBI GI 


g2559012 


BLAST score 


540 


E value 


2.0e-55 


Match length 


144 


% identity 


76 


NCBI Description 


(AF026293) chaperonin containing t-compl< 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



beta subunit; CCT-beta [Homo sapiens] >gi_4090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 

309806 

uC-zmflmol7327b08bl 

BLASTX 

g3335359 

406 

1.0e-39 

125 
62 

(AC003028) unknown protein [Arabidopsis thaliana] 
309807 

uC-zmflmol7327h07bl 

BLASTX 

g4432821 

443 

4.0e-44 

120 
68 

(AC006593) putative transmembrane protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



309808 

uC-zmflmol7328a04al 

BLASTN 

g3695004 

44 

9.0e-16 



44107 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

130 
82 

Zea mays pyruvate dehydrogenase kinase isoform 2 mRNA, 
nuclear gene encoding mitochondrial protein, complete cds 

309809 

uC-zmflmol7328b04al 

BLASTN 

g3694806 

120 

4.0e-61 

224 
89 

Zea mays alanine aminotransferase (alt) gene, complete cds 
309810 

uC-zmflmol7328g01al 

BLASTN 

g507844 

35 

3.0e-10 

47 
94 

Zea mays A188 retrotransposon gag gene, 



complete cds 



309811 

uC-zmflmol7329e02al 

BLASTX 

g421843 

190 

2.0e-14 

65 

55 

protein kinase 
>gi_217861_dbj 



(EC 2.7.1.37) 5 - Arabidopsis thaliana 
BAA01715_ (D10909) serine/threonine protein 



kinase [Arabidopsis thaliana] 
309812 

uC-zmflmol7330a02al 

BLASTN 

g22091 

275 

1.0e-153 

351 

95 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
309813 

uC-zmflmol7330al2bl 

BLASTX 

g82080 

267 

2.0e-23 

70 

74 

chlorophyll a/b-binding protein type III precursor - tomato 
>gi_226872_prf 1609235A chlorophyll a/b binding protein 



44108 



[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309814 

uC-zmflmol7330bl0bl 

BLASTX 

g3421104 

494 

7.0e-50 

108 

83 

(AF043531) 20S proteasome beta subunit PBB2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309815 

uC-zmflmol7330d04bl 

BLASTN 

g2668741 

43 

5.0e-15 

63 

92 

Zea mays glycine-rich RNA binding protein 
complete cds 



(GRP) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309816 

uC-zmflmol7330fl0bl 

BLASTX 

gll2994 

209 

2.0e-20 

90 

72 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309817 

uC-zmflmol7330g02bl 

BLASTX 

gl209703 

208 

2.0e-16 

137 

36 

(U40489) maize gll homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309818 

uC-zmflmo!7330hl0bl 

BLASTX 

g4165488 

271 

2.0e-37 

120 

71 



44109 



NCBI Description (AJ132399) alpha -tubulin 3 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309819 

uC-zmflmol7333c04bl 

BLASTX 

g3355486 

245 

1.0e-20 

100 

51 

(AC004218) unknown protein [Arabidopsis thaliana] 
309820 

uC-zmflmol7333c08bl 

BLASTX 

g2496897 

164 

3.0e-ll 

107 

40 

HYPOTHETICAL 45.1 KD PROTEIN C16C10.6 IN CHROMOSOME III 
>gi_3874384_emb_CAA86744_ (Z46787) cDNA EST EMBL:T01156 
comes from this gene; cDNA EST EMBL:C08256 comes from this 
gene; cDNA EST EMBL:C09941 comes from this gene; cDNA EST 
yk340a!0.3 comes from this gene; cDNA EST yk340al0.5 comes 
from this gene [Caeno 

309821 

uC-zmflmol7333dl0bl 

BLASTX 

g2583129 

491 

2.0e-71 

164 

82 

(AC002387) putative methionine aminopeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



309822 

uC- zmf lmo 17333h01bl 

BLASTX 

g3024122 

492 

9.0e-50 

98 

96 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_17 78821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 

309823 

uC-zmflmol7333h02bl 

BLASTX 

g3281870 

144 

7.0e-09 
112 



44110 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 

(AL031004) putative protein [Arabidopsis thaliana] 
309824 

uC-zmflmol7334b09bl 

BLASTX 

g4539660 

400 

2.0e-39 

85 

85 

(AF061282) polyprotein [Sorghum bicolor] 
309825 

uC-zmflmol7334c03bl 

BLASTX 

gl519253 

322 

4.0e-30 

69 

94 

(U65958) GF14-d protein [Oryza sativa] 
309826 

uC-zmflmol7334c05al 

BLASTN 

g577818 

41 

9.0e-14 

97 

87 

Z.mays gene for H2B histone (gH2B4) 



309827 

uC-zmflmol7334e01bl 

BLASTX 

g282994 

428 

2.0e-42 

84 

90 

Sipl protein - barley >gi_167100 
protein [Hordeum vulgare] 



(M77475) seed imbibition 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



309828 

uC-zmflmol7334fllbl 

BLASTX 

g4455225 

225 

9.0e-19 

58 

66 

(AL035440) putative protein [Arabidopsis thaliana] 
309829 

uC- zmf lmo 1 7 3 3 4 gO lbl 
BLASTN 



44111 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



gl652725 
177 

6.0e-95 

241 

94 

Synechocystis sp. 
1188886-1311234 



PCC6803 complete genome, 10/27, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309830 

uC-zmflmo!7334g08bl 

BLASTN 

g2370460 

72 

1.0e-32 

144 

88 

Sorghum bicolor mRNA for putative glycoprotein 



309831 

uC-zmflmol7334h!0bl 
BLASTX " 
g3860321 
146 

5.0e-09 

43 

63 

(AJ012687) beta-galactosidase 



[Cicer arietinum] 



309832 

uC-zmflmol7335a07bl 

BLASTX 

g2244852 

168 

1.0e-ll 

70 

46 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
309833 

uC-zmflmol7335b07bl 

BLASTX 

g861170 

711 

2.0e-75 

145 

98 

(X03697) heat shock protein 70 [Zea mays] 
309834 

uC-zmflmol7335b09al 

BLASTN 

g4140643 

146 

2.0e-76 

342 

89 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 



44112 



complete sequence 



beq. NO . 




beq. lu 


uu zitiiimoi / JooDuyDi 


Method 


BLASTN 


NCBI GI 


g4140643 


dJjAoI score 


1 / c 

14o 


E value 


1 . 0e-75 


Match length 


444 


% identity 


87 


NCBI Description 


Zea mays cosmid II.: 




complete sequence 


beq. iNO . 




beq. lu 


uC-zmrlmol /oJoclzal 


Method 


BLASTN 


NCBI GI 


g2655290 


biiAbi score 


48 


E value 


6. Oe-18 


Match length 


104 


% identity 


87 


NCBI Description 


Oryza sativa germin* 




cds 


Seq. No. 


n n n o t 

309837 


Seq. ID 


uC-zmflmol7335d03bl 


Method 


BLASTN 


NCBI GI 


g257040 


BLAST score 


116 


E value 


2.0e-58 


Match length 


293 


% identity 


95 


NCBI Description 


hydroxyproline-rich 


Seq. No. 


309838 


beq. id 


uu-zmrimoi / JooeuoDl 


Method 


BLASTX 


NCBI GI 


g3600059 


BLAST score 


307 


E value 


5.0e-28 


Match length 


155 


% identity 


41 


NCBI Description 


(AF080120) contains 



4 (GER4) mRNA, complete 



1703 nt] 



repeats (Pfam: G-beta.hmm, 
[Arabidopsis thaliana] 



score: 



WB domains, G-beta 
14.83 and 23.03) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309839 

uC-zmflmol7335f04al 

BLASTN 

gl638870 

250 

1.0e-138 

250 

100 

Maize mRNA for dihydrodipicolinate synthase 



(EC 4.2.1.52) 



Seq. No, 



309840 



44113 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



uC-zmflmol7335h08bl 

BLASTX 

g2244785 

271 

4.0e-24 

86 

62 

(Z97335) hypothetical protein 



[Arabidopsis thaliana] 



309841 

uC-zmflmol7336a05bl 

BLASTX 

g4218014 

196 

5.0e-15 

100 

48 

(AC006135) putative spliceosomal protein (RNA binding 
protein) [Arabidopsis thaliana] 

309842 

uC-zmflmol7336bllbl 

BLASTX 

g399853 

374 

8.0e-36 

77 

99 

HISTONE H2B.1 >gi_283041_pir S28048 histone H2B - maize 

>gi_22323_emb_CAA40564_ (X57312) H2B histone [Zea mays] 

309843 

uC- zmf Imo 17336e03bl 

BLASTX 

g4263790 

500 

1.0e-50 

149 
66 

(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 
309844 

uC-zmflmol7336f!0al 

BLASTN 

g2340107 

104 

1.0e-51 

204 

88 

Zea mays starch branching enzyme I la (Sbe2a) mRNA, partial 
cds 

309845 

uC-zmflmol7336g01bl 

BLASTX 

g2104446 

402 

44114 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-39 

158 

54 

(Z95396) WD-repeat protein [Schizosaccharomyces pombe] 
309846 

uC- zmf lmo 17336h05bl 

BLASTX 

g3738298 

158 

1.0e-10 

89 
37 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 

309847 

uC- zmf lmol7 33 6hl Ibl 

BLASTX 

gl35398 

143 

2.0e-09 

57 

61 

TUBULIN ALPHA- 1 CHAIN >gi_82731__pir S15773 tubulin alpha- 
chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 

309848 

uC-zmflmol7337b09al 

BLASTN 

g498774 

144 

2.0e-75 

266 

89 

Z.mays (cv DH5xDH7) hsp70-5 mRNA for heat shock protein 
309849 

uC-zmflmol7337d05al 

BLASTN 

g717080 

40 

3.0e-13 

156 

87 

Zea mays glyceraldehyde-3-phosphate dehydrogenase (GapC4) 
gene, promoter region 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



309850 

uC-zmflmol7337e06al 

BLASTX 

gl34018 

243 

8.0e-21 
68 



44115 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

72 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70915_pir R3ZMBC 

ribosomal protein S8 - maize chloroplast 

>gi_12454__emb_CAA29913_ (X06734) ribosomal protein S8 (AA 
1-136) [Zea mays] >gi_902257_emb_CAA60321_ (X86563) 
ribosomal protein S8 [Zea mays] 

309851 

uC-zmflmol7337el2al 

BLASTX 

g4580389 

184 

1.0e-13 

48 

73 

(AC007171) unknown protein [Arabidopsis thaliana] 
309852 

uC-zmflmol7338a07bl 

BLASTX 

g3885334 

182 

1.0e-13 

74 

58 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309853 

uC-zmflmol7338dl2bl 

BLASTX 

g320583 

476 

4.0e-48 

104 

87 

H+- transporting ATPase 
( fragment ) 



(EC 3.6.1.35) LHA2 - tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309854 

uC-zmflmol7339c03al 

BLASTN 

g4154280 

113 

7.0e-57 

168 

92 

Zea mays C13 endopeptidase NP1 precursor, mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



309855 

uC-zmflmol7339e05bl 

BLASTX 

gl708863 

147 

3.0e-09 
79 



44116 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

43 

ACYL- [ACYL-CARRIER- PROTEIN] — UDP-N-ACETYLGLUCOSAMINE 

0 - AC YL TRANSFERASE (UDP-N-ACETYLGLUCOSAMINE ACYLTRANSFERASE) 

>gi_1262294 (U51683) LpxA [Brucella abortus] 

309856 

uC-zmflmol7339e08bl 

BLASTX 

g3746060 

195 

5.0e-15 

43 

81 

(AC005311) unknown protein [Arabidopsis thaliana] 
309857 

uC-zmflmol7339f01bl 

BLASTN 

gl707641 

39 

2.0e-12 

59 

92 

O.sativa mRNA for leucine rich repeat receptor-like kinase 
309858 

uC-zmflmol7339f03bl 

BLASTX 

g2344889 

151 

9.0e-10 

149 

23 

(AC002388) unknown protein 



[Arabidopsis thaliana] 



309859 

uC-zmflmol7339f04bl 

BLASTX 

g3927831 

182 

2.0e-13 

55 

62 

(AC005727) similar to mouse 
thaliana] 



ankyrin 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309860 

uC- zmf lmo 1 7 3 3 9 gO 5b 1 

BLASTX 

g3445208 

201 

1.0e-15 

58 
60 

(AC004786) putative amino-acid acetyltransf erase 
[Arabidopsis thaliana] 



44117 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309861 

uC-zmflmol7339g!2bl 

BLASTX 

g3075398 

164 

2.0e-ll 

60 
57 

(AC004484) unknown protein 



[Arabidopsis t ha liana] 



309862 

uC-zmflmol7339hllbl 

BLASTX 

g99898 

613 

6.0e-64 

145 

83 

DNA-directed RNA polymerase (EC 2. 
(isoform Bl) - soybean (fragment) 



7.7.6) largest chain 



309863 

uC-zmflmol7340al2bl 

BLASTX 

g3024657 

318 

3.0e-29 

75 

83 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 
>gi_2668740 (AF034944) translation initiation factor; GOS2 
[Zea mays] 



Seq. No. 


309864 


Seq. ID 


uC- zmf Imol 7 3 4 0b 0 9b 1 


Method 


BLASTX 


NCBI GI 


g4206306 


BLAST score 


338 


E value 


4.0e-49 


Match length 


162 


% identity 


67 


NCBI Description 


(AF049110) prpol [Zea mays] 


Seq. No. 


309865 


Seq. ID 


uC-zmflmol7340c04bl 


Method 


BLASTX 


NCBI GI 


g4206306 


BLAST score 


361 


E value 


2.0e-34 


Match length 


114 


% identity 


66 


NCBI Description 


(AF049110) prpol [Zea mays] 


Seq. No. 


309866 


Seq. ID 


uC-zmflmol7340cl0bl 


Method 


BLASTX 


NCBI GI 


gl076509 



44118 



0 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



171 

5.0e-12 

97 
39 

chloroplast RNA binding protein - kidney bean 
>gi_558629_emb_CAA57551_ (X82030) chloroplast RNA binding 
protein [Phaseolus vulgaris] 

309867 

uC-zmflmo!7340e04bl 

BLASTN 

g22294 

117 

6.0e-59 

193 

91 

Maize Gpal gene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A >gi_168478_gb_M18976_MZEG3PD Zea 
mays chloroplast glyceraldehyde-3-phosphate dehydrogenase 
gene, complete cds, clone lambda -gapAl 

309868 

uC~zmflmol7340g01bl 

BLASTX 

gl346107 

522 

4.0e-53 

116 

86 

GUANINE NDCLEOT I DE-BI NDING PROTEIN BETA SUBUNIT >gi_557 696 
(U12233) GTP binding protein beta subunit [Zea mays] 

309869 

uC-zmflmol7340g06bl 

BLASTX 

g3004565 

279 

1.0e-24 

79 
61 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
309870 

uC-zmflmol7341a07al 

BLASTX 

g2809385 

249 

3.0e-21 

61 
74 

(AF024634) NADPH cytochrome P450 reductase [Petroselinum 
crispum] 

309871 

uC-zmflmol7341al0al 

BLASTX 

g2735008 



44119 



o 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



322 

9.0e-30 

75 

88 

(U81960) kinase associated protein phosphatase [Zea mays] 
309872 

uC-zmflmol7341e05bl 

BLASTX 

g3080740 

442 

7.0e-44 

133 

61 

(U77366) pasticcino 1-D [Arabidopsis thaliana] 
309873 

uC-zmflmol7341el0al 

BLASTN 

g22342 

45 

2.0e-16 

85 
88 

Maize gene for heat shock protein 70 exon 2 and 3 f -UT 
(hsp70; clone pMON 9502) 

309874 

uC-zmflmol7341el2bl 

BLASTX 

g4539348 

213 

5.0e-17 

93 
51 

(AL035539) putative pollen allergen [Arabidopsis thaliana] 
309875 

uC-zmflmol7341gl2bl 

BLASTX 

g82426 

623 

4.0e-65 

131 

45 

ubiquitin precursor - barley (fragment) 

>gi_755763_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 

309876 

uC-zmflmol7341h02bl 

BLASTX 

gl352186 

217 

6.0e-18 

82 
52 



44120 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ALLENE OXIDE SYNTHASE PRECURSOR (HYDROPEROXIDE DEHYDRASE) 
(CYTOCHROME P450 74) >gi_404866 (U00428) allene oxide 
synthase [Linum usitatissimum] 

309877 

uC-zmflmol7341hllal 

BLASTN 

g22312 

70 

1.0e-31 

125 
87 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309878 

uC-zmflmol7342a03bl 

BLASTX 

g2501296 

186 

7.0e-14 

84 
46 

DNA GYRASE SUBUNIT B >gi_1652801_dbj__BAA17720_ (D90908) DNA 
gyrase B subunit [ Syne cho cyst is sp.] 

309879 

uC-zmflmol7342a09bl 

BLASTX 

g2564237 

191 

2.0e-14 

99 

47 

(Y10112) omega-6 desaturase [Gossypium hirsutum] 
309880 

uC-zmflmol7342b03bl 

BLASTN 

g575730 

41 

1.0e-13 

65 

91 

Z.mays mRNA for transmembrane protein 
309881 

uC- zmf lmo 1 7 3 4 2b0 6bl 

BLASTX 

g4539452 

179 

4.0e-13 

57 
68 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



44121 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



309882 

uC-zmflmol7342c03bl 

BLASTX 

g3236253 

217 

1.0e-17 

80 
57 

(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 

309883 

uC-zmflmol7342c04al 

BLASTN 

g602605 

131 

1.0e-67 

247 
88 

Zea mays tandem genes for alphal-tubulin and alpha2 -tubulin 
309884 

uC-zmflmol7342cl0bl 

BLASTX 

g!26401 

262 

8.0e-23 

115 

54 

LIPOXYGENASE L-2 >gi_100690_pir S23454 lipoxygenase (EC 

1.13.11.12) L-2 - rice >gi_20267_emb_CAA45738_ (X64396) 
lipoxygenase [Oryza sativa] 

309885 

uC- zmf lmo 17342dl2bl 

BLASTX 

g3913427 

502 

5.0e-51 

107 

88 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi__1532073_emb__CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 

309886 

uC-zmflmol7342e07bl 

BLASTX 

g2984709 

323 

5.0e-30 

81 

79 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
309887 

uC-zmflmol7342ellbl 



44122 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g2980806 
* 150 
4.0e-10 
56 
48 

(AL022197) putative protein [Arabidopsis thaliana] 
309688 

uC- zmf Imol 7 3 4 2 gO lbl 

BLASTX 

g4138265 

143 

5.0e-09 

76 

45 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 



Seq. No. 


309889 


Seq. ID 


uC-zmflmol7342g05al 


Method 


BLASTX 


NCBI GI 


g2292907 


BLAST score 


486 


E value 


6.0e-49 


Match length 


141 


% identity 


38 


NCBI Description 


(Y10099) P-glycoprotein homologue [Hordeum vulgare] 


Seq. No. 


309890 


Seq. ID 


uC-zmflmol7342gl0bl 


Method 


BLASTX 


NCBI GI 


g4567304 


BLAST score 


260 


E value 


1.0e-22 


Match length 


88 


% identity 


53 


NCBI Description 


(AC005956) unknown protein [Arabidopsis thaliana] 


Seq. No. 


309891 


Seq. ID 


uC-zmflmol7342h02bl 


Method 


BLASTN 


NCBI GI 


g602605 


BLAST score 


46 


E value 


i.o^w- ^ 


Match length 


82 


% identity 


89 


NCBI Description 


Zea mays tandem genes for alphal-tubulin and alpha2- 


Seq. No. 


309892 


Seq. ID 


uC- zmf Imo 1 7 3 4 2 hO 5b 1 


Method 


BLASTX 


NCBI GI 


g4522012 


BLAST score 


316 


E value 


3.0e-29 


Match length 


112 


% identity 


54 



44123 



NCBI Description (AC007069) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309893 

uC-zmflmol7342hl0bl 

BLASTX 

g3043428 

252 

1.0e-21 

96 
57 

(AJ005346) 40S ribosomal protein S5 



[Cicer arietinum] 



309894 

uC-zmflmol7342hllal 

BLASTN 

g22243 

204 

l.Oe-111 

450 
87 

Zea mays Cinl repeat from Cinl middle repetitive family 
309895 

uC-zmflmol7342hl2bl 

BLASTN 

g6012171 

42 

2.0e-14 

78 

88 

Hordeum vulgare mRNA for vacuolar membrane 
proton-translocating inorganic pyrophosphat 



Seq. No. 


309896 


Seq. ID 


uC-zmflmol7344cl2bl 


Method 


BLASTX 


NCBI GI 


gl002800 


BLAST score 


175 


E value 


1.0e-16 


Match length 


75 


% identity 


64 


NCBI Description 


(U33917) Cpm7 [Craterostigma plantagineum] 


Seq. No. 


309897 


Seq. ID 


uC-zmflmo!7344d04al 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


309898 


Seq. ID 


uC-zmflmol7354g04al 


Method 


BLASTN 


NCBI GI 


g312178 



44124 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175 

1.0e-93 

235 
94 

Z.mays GapC2 gene 
309899 

uC-zmflmol7355e01al 

BLASTN 

g22430 

95 

3.0e-46 

213 

88 

Maize pseudo-Gpa2 pseudogene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A 

309900 

uC-zmflmol7356h04al 

BLASTN 

g468055 

217 

1.0e-119 

229 
99 

Zea mays B73 QM protein mRNA, complete cds 
309901 

uC-zmflmol7357f03al 

BLASTX 

gl346956 

173 

1.0e-12 

34 

100 

RAS-RELATED PROTEIN RAB-2-A >gi_722326 (U22432) GTP binding 
protein [Zea mays] 

309902 

uC-zmflmol7359a04al 

BLASTX 

g533775 

428 

2.0e-42 

126 

69 

(U09989) H(+) -transporting ATPase [Zea mays] 
309903 

uC-zmflmol7360h08al 

BLASTN 

gl658192 

105 

5.0e-52 

260 

86 

Sorghum bicolor obtusifoliol 14-alpha demethylase CYP51 



44125 



(CYP51) mRNA, complete cds 



beg, wo. 


ouy yu4i 




UL* ZilUlIUOl / jDZnUJal 


Method 


BLASTX 


NCBI GI 


gl321627 


BLAST score 


lo / 


E value 


/ . ue-lo 


Match length 


57 


% identity 




NCBI Description 


(D83656) thylakoid-bound ascorbate peroxidase [Cucurbita 




sp.] 


oeq. jno. 




Seq. ID 


uC-zmflmol7364d08al 


Method 


BLASTX 


NCBI GI 


o a o a i r 

g3080369 


BLAST score 


15o 


E value 


8 . Oe-11 


Match length 


ol 


% identity 


56 


NCBI Description 


(AL022580) putative protein [Arabidopsis thaliana] 


Seq. No. 


t n a a a r 

309906 


Seq. ID 


uC-zmflmol7364hllal 


Method 


BLASTX 


NCBI GI 


g3096930 


BLAST score 


373 


E value 


5 . Oe-36 


Match length 


88 


% identity 


81 


NCBI Description 


(AL023094) Homeodomain - like protein [Arabidopsis 




thaliana] 


Seq. No. 


309907 


Seq. ID 


uC- zmf lmo 17366bllal 


Method 


BLASTX 


NCBI GI 


g2935575 


BLAST score 


152 


E value 


5. 0e-10 


Match length 


55 


% identity 


73 


NCBI Description 


(AF050181) KNOX class homeodomain protein [Oryza sativa] 


Seq. No. 


o n a a a n 

309908 


Seq. ID 


uC-zmflmol7366e02al 


Method 


BLASTN 


NCBI GI 


g2352794 


BLAST score 


58 


E value 


6 . 0e-24 


Match length 


134 


% identity 


86 


NCBI Description 


Zea mays retinoblastoma-related protein 1 (RRB1) mRNA, 




complete cds 


Seq. No. 


309909 


Seq. ID 


uC-zmflmol7367a07al 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g3821780 

36 

6.0e-ll 

48 

67 

Xenopus laevis 



cDNA clone 27A6-1 



309910 

uC- zmf lmol 7 3 67 gO 6a 1 

BLASTX 

g2465923 

229 

3.0e-24 

107 

61 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

309911 

uC-zmflmol7368gl2al 

BLASTX 

g542192 

246 

4.0e-21 

60 

75 

floral homeotic protein ZAG2 - maize (fragment) >gi_309576 
(L18925) homologue of Arabidopsis Agamous-like gene [Zea 
mays] 

309912 

uC-zmflmol7371gl0al 

BLASTN 

g2668739 

54 

4.0e-22 

114 

88 

Zea mays translation initiation factor GOS2 (TIF) mRNA, 
complete cds 

309913 

uC- zmf Imo 17374 hOlal 

BLASTX 

g4416301 

232 

2.0e-19 

81 

59 

(AF105716) gag protein [Zea mays] 
309914 

uC-zmflmol7375c01al 

BLASTN 

g22091 

254 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

-Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-141 

327 

95 

Z . diploperennis gene for hydroxyproline-rich glycoprotein 
309915 

uC-zmflmol7377a07al 

BLASTN 

g945021 

390 

0.0e+00 

454 

96 

Z.mays DNA for tbpl gene 
309916 

uC-zmflmol7377cl2al 

BLASTN 

g22292 

54 

7.0e-22 

110 

87 

Z.mays mRNA for glycine-rich protein 



309917 

uC-zmflmol7380f01al 

BLASTN 

g4336204 

96 

6.0e-47 

164 

88 

Zea mays cytochrome b5 reductase 



(NFR) mRNA, complete cds 



309918 

uC-zmflmol7391b08al 

BLASTN 

g2274989 

50 

3.0e-19 

58 

97 

Hordeum vulgare mRNA for expressed sequence tag 
309919 

uC-zmflmol7393d02al 

BLASTX 

gl237183 

230 

3.0e-19 

79 

54 

(D43773) 4-coumarate: coenzyme A ligase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



309920 

uC-zmflmol7393d09al 
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Method BLASTN 

NCBI GI g!68406 

BLAST score 61 

E value 1.0e-25 

Match length 121 

% identity 88 

NCBI Description Z.mays alcohol dehydrogenase (ADH-1 C-m allele) gene, 
complete cds 

Seq. No. 309921 

Seq. ID uC-zmflmol7393f04al 

Method BLASTN 

NCBI GI g4160401 

BLAST score 62 

E value 2.0e-26 

Match length 98 

% identity 91 

NCBI Description Zea mays eIF-5 gene, exons 1-2 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309922 

uC-zmflmol7393f08al 

BLASTX 

g4567210 

242 

2.0e-20 

55 

87 

(AC007168) unknown protein [Arabidopsis thaliana] 
309923 

uC-zmflmol7393h02al 

BLASTX 

g4056490 

166 

4.0e-12 

53 

64 

(AC005896) hypothetical protein [Arabidopsis thaliana] 
309924 

uC-zmflmol7394fllal 

BLASTX 

gl841475 

404 

2.0e-39 

97 

72 

(Y11105) Myb26 [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309925 

uC-zmflmol7395al0al 

BLASTX 

g3551960 

149 

9.0e-10 

59 

53 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF082033) senescence-associated protein 15 [Hemerocallis 
hybrid cultivar] 

309926 

uC-zmflmol7395d04al 

BLASTX 

g4454026 

152 

5.0e-10 

40 
68 

(AL035394) phosphatase like protein [Arabidopsis thaliana] 
309927 

uC-zmflmol7395d07al 

BLASTX 

g4204277 

142 

9.0e-09 

61 

49 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
309928 

uC- zmf Imo 1739 6g0 9al 

BLASTX 

g3096949 

244 

1.0e-20 

73 

66 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 


309929 


Seq. ID 


uC-zmflmol7396gl0al 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


40 


E value 


2.0e-13 


Match' length 


172 


% identity 


86 


NCBI Description 


Z.mays complete chloroplast < 


Seq. No. 


309930 


Seq. ID 


uC-zmflmol7398bl0al 


Method 


BLASTX 


NCBI GI 


g548669 


BLAST score 


158 


E value 


1.0e-10 


Match length 


84 


% identity 


39 


NCBI Description 


DNA REPAIR PROTEIN RAD 8 >gi J 



223_pir S41478 RAD 8 protein 

- fission yeast {Schizosaccharomyces pombe) 
>gi_443973_emb_CAA52686_ (X74615) rad8 [Schizosaccharomyces 
pombe] 



44130 



Seq. No. 


309931 


beq. lu 


uc— zitirxmoi /oyoauyai 


Method 


BLASTN . 


NCBI GI 


g507844 


BLAST score 


115 


E value 


7.0e-58 


Match length 


251 


% identity 


91 


NCBI Description 


Zea mays A188 retrotransposon gag gene, complete cds 


Seq. No. 


309932 


beq. ID 


uC-zmrlmol / jyorU3al 


Method 


BLASTN 


NCBI GI 


g4151124 


BLAST score 


176 


E value 


2.0e-94 


Match length 


252 


% identity 


9z 


NCBI Description 


^Zea mays PDI-like protein mRNA, complete cds 


Seq. No. 


309933 


Seq. ID 


uC-zmf Imol7398h04al 


Method 


BLASTN 


NCBI GI 


g3452290 


BLAST score 


65 


E value 


5.0e-28 


Match length 


258 


% identity 


88 


NCBI Description 


Zea mays retrotransposon Huck-1 5 f LTR, partial sequence 


Seq. No. 


309934 


Seq. ID 


uC-zmflmol7400hl0al 


Method 


BLASTX 


NCBI GI 


g2695937 


BLAST score 


141 


E value 


8.0e-09 


Match length 


60 


% identity 


48 


NCBI Description 


(AJ222782) subtilisin-like protease [Hordeum vulgare] 


Seq. No. 


309935 


Seq. ID 


uC-zmflmol7404g03al 


Method 


BLASTN 


NCBI GI 


g3318612 


BLAST score 


141 


E value 


1.0e-73 


Match length 


179 


% identity 


96 


NCBI Description 


Zea mays mRNA for mitochondrial phosphate transporter, 




complete cds 


Seq. No. 


309936 


Seq. ID 


uC-zmflmol7404h06al 


Method 


BLASTN 


NCBI GI 


g257040 


BLAST score 


81 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-38 

144 

90 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 



309937 

uC-zmflmol7404h07al 

BLASTN 

g3452305 

58 

6.0e-24 

217 

87 

Zea mays retrotransposon Opie-3 



3 1 LTR, partial sequence 



Seq. No. 
Seq. ID 
Method 



309938 

uC-zmflmol7405c02al 

BLASTX 

g2708743 

156 

1.0e-10 

67 

37 

(AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 

309939 

uC-zmflmol7407b07al 

BLASTX 

g4586033 

143 

7.0e-09 

57 

49 

(AC007109) unknown protein [Arabidopsis thaliana] 
309940 

uC-zmflmol7408d01al 

BLASTX 

g3874563 

181 

2.0e-13 

74 

50 

(Z81042) similar to Yeast hypothetical protein YEY6 like; 
cDNA EST yk206h5.3 comes from this gene; cDNA EST yk206h5, 
comes from this gene; cDNA EST yk303hl.3 comes from this 
gene; cDNA EST yk303hl.5 comes from this gene; cDNA ... 
>gi_3924825_emb_CAB05549_ (Z83113) similar to Yeast 
hypothetical protein YEY6 like; cDNA EST yk206h5.3 comes 
from this gene; cDNA EST yk206h5.5 comes from this gene; 
cDNA EST yk303hl.3 comes from this gene; cDNA EST yk303hl. 
comes from this gene; cDNA 

309941 

uC-zmflmol7408e08al 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g22091 
109 

1.0e-54 

170 
91 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
309942 

uC-zmflmol7417d08al 

BLASTX 

g!19286 

251 

1.0e-21 

63 

79 

LOW MOLECULAR MASS EARLY LIGHT-INDUCIBLE PROTEIN PRECURSOR 
(ELIP) (CLONE HV90) >gi_100630_pir S07474 early 

light-induced protein, low molecular weight, precursor 
(clone HV90) - barley chloroplast >gi_19033_emb_CAA33727_ 
(X15692) precursor peptide (AA -38 to 134) [Hordeum 

vulgare] 

309943 

uC-zmflmol7419c07al 

BLASTN 

g22192 

39 

7.0e-13 

47 
96 

Z.mays B-I gene for B transcriptional activator 
309944 

uC-zmflmol7420b05al 

BLASTX 

g2341032 

356 

6.0e-34 

73 

90 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

309945 

uC-zmflmol7420b07al 

BLASTX 

g3602942 

171 

2.0e-12 

46 

65 

(AF041468) PSII protein W [Guillardia theta] 
309946 

uC-zmflmol7421b04al 

BLASTN 

g2632251 



44133 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

2.0e-10 

35 
100 

S.bicolor DNA for gene encoding putative protein 
serine/threonine kinase, clone cSNFLl 

309947 

uC-zmflmol7421d05al 

BLASTN 

g22091 

204 

l.Oe-111 

321 

91 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
309948 

uC-zmflmol7421f09al 

BLASTX 

g4538939 

149 

6.0e-10 

51 

57 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309949 

uC-zmflmol7424bl0al 

BLASTN 

g!220422 

47 

2.0e-17 

95 

87 

Zea mays ubiquitin (MUB14) 



mRNA, 3' end 



309950 

uC-zmflmol7424cl0al 

BLASTX 

g3386567 

284 

2.0e-25 

70 

89 

(AF079589) 1-aminocyclopropane-l-carboxylate oxidase 
[Sorghum bicolor] 

309951 

uC-zmflmol7424f04al 

BLASTX 

g3785972 

173 

2.0e-12 

42 

81 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005560) putative auxin transport protein [Arabidopsis 
thaliana] >gi_4262249_gb_AAD14542_ (AC006200) putative 
auxin transport protein [Arabidopsis thaliana] 

309952 

uC-zmflmol7424h06al 

BLASTX 

g3021270 

239 

5.0e-20 

123 

44 

(AL022347) serine/threonine kinase -like protein 
[Arabidopsis thaliana] 



Seq. No. 309953 

Seq. ID uC-zmflmol7425b04al 

Method BLASTX 

NCBI GI g4091806 

BLAST score 158 

E value 1.0e-10 

Match length 7 9 

% identity 52 

NCBI Description (AF052585) CONSTANS-like protein 2 [Malus domestical 

Seq. No. 309954 

Seq. ID uC-zmflmol7425e02al 

Method BLASTX 

NCBI GI g4574406 

BLAST score 298 

E value 4.0e-27 

Match length 105 

% identity 52 

NCBI Description (AF121139) RIM2 protein [Oryza sativa] 

Seq. No. 309955 

Seq. ID uC-zmflmol7425hl0al 

Method BLASTN 

NCBI GI g609287 

BLAST score 53 

E value 6.0e-21 

Match length 129 

% identity 85 

NCBI Description Z.diploperennis Grandel gene 

Seq. No. 309956 

Seq. ID uC-zmflmol7a02bl 

Method BLASTN 

NCBI GI g257040 

BLAST score 193 

E value 1.0e-104 

Match length 253 

% identity 94 

NCBI Description hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 

Seq. No. 309957 

Seq. ID uC-zmflmol7al0bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3142300 

428 

3.0e-42 

147 

56 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb__AA651043 come from this 
gene. [Arabidopsis thaliana] 

309958 

uC-zmflmol7b05bl 

BLASTX 

g3337367 

157 

2.0e-10 

50 

62 

(AC004481) hypothetical protein [Arabidopsis thaliana] 
309959 

uC-zmflmol7c08bl 

BLASTN 

g2062705 

34 

2.0e-09 

34 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
309960 

uC-zmflmol7el2bl 

BLASTN 

g4140643 

156 

3.0e-82 

223 

93 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

309961 

uC-zmflmol7g08bl 

BLASTX 

g3805853 

183 

2.0e-13 

51 

67 

(AL031986) putative protein [Arabidopsis thaliana] 
309962 

uC-zmroB73001a04bl 

BLASTX 

g4239889 

299 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-27 

84 

73 

(AB016802) MAP kinase 5 [Zea mays] 
309963 

uC-zmroB73001a07bl 

BLASTX 

g4538961 

158 

3.0e-15 

69 

70 

(AL049488) 
thaliana] 



isoleucine-tRNA ligase-like protein [Arabidopsis 



309964 

uC-zmroB73001a09bl 

BLASTX 

gl806140 

298 

3.0e-27 

101 

61 

(X97314) cdc2MsC [Medicago sativa] 
309965 

uC-zmroB73001b07bl 

BLASTX 

g4006891 

234 

2.0e-19 

78 

59 

(Z99708) putative protein [Arabidopsis thaliana] 
309966 

uC- zmroB7 30 0 IdO 5bl 

BLASTX 

g479413 

184 

8.0e-14 

108 

38 

myosin-like protein - Arabidopsis thaliana 
309967 

uC-zmroB73001dl0bl 

BLASTX 

g4309741 

208 

2.0e-16 

53 

74 

(AC006439) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



309968 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroB73001e06bl 

BLASTX 

g2894534 

159 

2.0e-15 

87 

57 

(AJ224327) aquaporin [Oryza sativa] 
309969 

uC-zmroB73001el2bl 

BLASTX 

gl709000 

397 

2.0e-38 

79 

94 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) {ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 



Seq. No. 


309970 


Seq. ID 


,uC-zmroB73001f01bl 


Method 


BLASTX 


NCBI GI 


gl67012 


BLAST score 


239 


E value 


4.0e-20 


Match length 


51 


% identity 


84 


NCBI Description 


(J03897) carboxypeptidase 


Seq. No. 


309971 


Seq. ID 


uC-zmroB73001f02bl 


Method 


BLASTX 


NCBI GI 


gl825645 


BLAST score 


295r 


E value 


1.0e-26 


Match length 


72 


% identity 


75 


NCBI Description 


(U88173) weak similarity 1 



I precursor [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



ubiquitin-like protein 8 [Caenorhabditis elegans] 
309972 

uC-zmroB73001fl0bl 

BLASTX 

gll69014 

245 

1.0e-20 

73 

63 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 
>gi_472343 (L31852) bcop [Drosophila melanogaster] 

309973 

uC-zmroB73001g09bl 
BLASTX 



44138 



NCBI GI g3269291 

BLAST score 647 

E value 7.0e-68 

Match length 163 

% identity 72 

NCBI Description (AL030978) putative receptor protein kinase [Arafoidopsis 
thaliana] 

Seq. No. 309974 

Seq. ID uC-zmroB73001h09bl 

Method BLASTN 

NCBI GI g311236 

BLAST score 39 

E value 2.0e-12 

Match length 85 

% identity 87 

NCBI Description Z.mays mRNA for ATPase (delta subunit) 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309975 

uC-zmroB73013allbl 

BLASTX 

gl019946 

275 

2.0e-24 

85 

65 

(U37060) ascorbate peroxidase [Gossypium hirsutum] 
309976 

uC-zmroB73013bllbl 

BLASTX 

g2924509 

244 

1.0e-32 

104 

65 

(AL022023) subtilisin proteinase - like [Arabidopsis 
thaliana] 



Seq. No. 


309977 


Seq. ID 


uC-zmroB73013c06bl 


Method 


BLASTN 


NCBI GI 


g2950394 


BLAST score 


143 


E value 


1.0e-74 


Match length 


306 


% identity 


97 


NCBI Description 


Zea mays me gene, < 


Seq. No. 


309978 


Seq. ID 


uC-zmroB73013d01bl 


Method 


BLASTX 


NCBI GI 


gl28405 


BLAST score 


285 


E value 


2.0e-25 


Match length 


118 


% identity 


54 - 



44139 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NODULIN 21 (N-21) >gi_99942_pir_S08632 nodulin-21 - 
soybean >gi_18694_emb_CAA34506_ (X16488) nodulin-21 (AA 
1-201) [Glycine max] 

309979 

uC-zmroB73013f06bl 

BLASTX 

g3319342 

153 

7.0e-ll 

47 

77 

(AF077407) similar to mitochondrial carrier proteins {Pfam 
mit_carr.hmm, score: 79.74 and 42.50) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309980 

uC-zmroB73014a02bl ^ 

BLASTX 

g82040 

325 

2.0e-30 

77 

24 

ubiquitin precursor - flax (fragment) 
ubiquitin [Linum usitatissimum] 



>gi_168304 (M57895) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



309981 

uC-zmroB73014a03bl 

BLASTX 

gl31770 

264 

3.0e-23 

86 

57 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880__pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

309982 

uC-zmroB73014a05bl 

BLASTX 

g2459432 

150 

4.0e-10 

47 

55 

(AC002332) CONSTANS-like protein [Arabidopsis thaliana] 
309983 

uC-zmroB73014a08bl 

BLASTX 

g4506745 

198 

2.0e-15 



44140 



o • 

Match length 89 
% identity 51 

NCBI Description ribosomal protein S9 >gi_1173285_sp_P4 6781_RS9_HUMAN 40S 

RIBOSOMAL PROTEIN S9 >gi_1362936_pir S55917 ribosomal 

protein S9 - human >gi_550023 (U14971) ribosomal protein 

[Homo sapiens] >gi_1096943_prf 2113200F ribosomal protei 

S9 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309984 

uC-zmroB73014b01bl 

BLASTX 

gl931645 

169 

7.0e-12 

106 

38 

(U95973) Fe(II) transporter isolog [Arabidopsis thaliana] 
309985 

uC-zmroB73014bllbl 

BLASTX 

gl703108 

289 

7.0e-27 

80 
82 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 

thaliana >gi_2129528_pir S 68107 actin 7 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



- Arabidopsis 
Arabidopsis 



Seq. No. 309986 

Seq. ID uC-zmroB73014bl2bl 

Method BLASTN 

NCBI GI g22292 

BLAST score 141 

E value l.Qe-73 

Match length 241 

% identity 90 

NCBI Description Z.mays mRNA for glycine-rich protein 

Seq. No. 309987 

Seq. ID uC-zmroB73014c!0bl 

Method BLASTX 

NCBI GI g2739008 

BLAST score 302 

E value 2.0e-27 

Match length 143 

% identity 47 

NCBI Description (AF022463) CYP78A3p [Glycine max] 

Seq. No. 309988 

Seq. ID uC-zmroB73014d04bl 

Method BLASTX 

NCBI GI g4335745 

BLAST score 194 



44141 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ^ Description 



5.0e-15 

92 
39 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

309989 

uC-zmroB73014d08bl 

BLASTX 

g3236247 

385 

4.0e-37 

150 

49 

(AC004684) SCARECROW-like protein [Arabidopsis thaliana] 
309990 

uC-zmroB73014e05bl 

BLASTN 

g4154280 

36 

7.0e-ll 

44 

95 

Zea mays C13 endopeptidase NP1 precursor, mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



309991 

uC-zmroB73014f07bl 

BLASTN 

g3132824 

66 

1.0e-28 

132 

88 

Zea mays putative cytosine-5 DNA methyltransf erase 
gene, complete cds 



(ZMET1) 



309992 

uC- zmr oB7 3 0 1 4 gO 6b 1 

BLASTX 

g4582783 

308 

4.0e-28 

150 

42 

(AJ006752) starch synthase, isoform V [Vigna unguiculata] 
309993 

uC-zmroB73014h06bl 

BLASTX 

gl!72809 

512 

2.0e-53 

130 

83 



44142 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



60S RIBOSOMAL PROTEIN L10 (QM PROTEIN HOMOLOG) >gi_468056 
(U06108) QM protein [Zea mays] 

309994 

uC-zmroB73014hllbl 

BLASTX 

g4218120 

259 

2.0e-22 

98 

50 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309995 

uC-zmroB73015bl2bl 

BLASTX 

g4415921 

145 

5.0e-09 

94 

37 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 

309996 

uC-zmroB73015c06bl 

BLASTX 

g585338 

356 

7.0e-34 

122 

62 

ADENYLATE KINASE B (ATP- AMP TRANS PROS PHORYLASE) 
>gi_391879_dbj_BAA01181__ (D10335) adenylate kinase-b [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



309997 

uC-zmroB73015cllbl 

BLASTX 

g4538927 

186 

7.0e-14 

53 
60 

(AL049483) putative peroxidase 



[Arabidopsis thaliana] 



309998 

uC-zmroB73015d02bl 

BLASTN 

g2832242 

54 

2.0e-21 

179 

90 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 



44143 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score^ 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



309999 

uC-zmroB73015d04bl 

BLASTX 

g3335353 

172 

2.0e-26 

139 

42 

(AC004512) 
thaliana . 



Similar to cytochrome P450 gb_X90458 from A. 
[Arabidopsis thaliana] 



310000 

uC-zmroB73015e07bl 

BLASTN 

gl68423 

62 

2.0e-26 

74 

97 

Zea mays polypeptide chain-binding protein mRNA, 



3' end 



310001 

uC-zmroB73015el2bl 

BLASTX 

g3641838 

338 

1.0e-31 

147 

50 

(AL023094) putative protein (fragment) [Arabidopsis 
thaliana] 

310002 

uC-zmroB73015fl0bl 

BLASTX 

g3445208 

187 

6.0e-14 

61 

62 

(AC004786) putative amino-acid acetyltransf erase 
[Arabidopsis thaliana] 

310003 

uC-zmroB73015g04bl 

BLASTX 

g2290528 

221 

4.0e-18 

49 

84 

(U9474 6) AT AN 11 [Arabidopsis thaliana] 
310004 

uC-zmroB73015g05bl 

BLASTX 

g3135543 



44144 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



325 

1.0e-37 

127 

69 

(AF062393) aquaporin [Oryza sativa] 



310005 

uC-zmroB73015g08bl 

BLASTX 

gl483177 

348 

9.0e-33 

119 

61 

(D86598) antifreeze-like protein 



(af70) [Picea abies] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310006 

uC-zmroB73015h09bl 

BLASTN 

g2431766 

46 

9.0e-17 

202 
81 

Zea mays acidic ribosomal protein P3a (rpp3a) mRNA, 
complete cds 

310007 

uC-zmroB73015hl2bl 

BLASTX 

g3396079 

303 

2.0e-27 

159 

44 

(AF080173) inositol 1, 3, 4-trisphosphate 5/6-kinase 
[Arabidopsis thaliana] 

310008 

uC-zmroB73017al0bl 

BLASTX 

g4140691 

202 

1.0e-15 

157 
32 

(AF101972) zeatin O-glucosyltransf erase [Phaseolus lunatus] 
310009 

uC-zmroB73017b02bl 

BLASTX 

gl00490 

518 

9.0e-53 

108 

25 

polyubiquitin - garden snapdragon (fragment) 



44145 



o 



>gi_l 607 l_emb_CAA4 8 1 4 0_ 
maj us] 



(X67 957) ubiquitin [Antirrhinum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310010 

uC-zmroB73017bl0bl 

BLASTX 

gl345588 

273 

5.0e-24 

58 

98 

14-3-3-LIKE PROTEIN GF14-12 >gi_998432_bbs_164524 
GF14-12=GRF2 product /14-3-3 protein homolog [Zea mays, 
XL80, Peptide, 261 aa] 

310011 ~ 

uC-zmroB73017c05bl 

BLASTX 

g3036840 

245 

1.0e-20 

110 

45 

(AJ222967) cystinosin [Homo sapiens] 
>gi_3036851_emb_CAA75882__ (Y15924) cystinosin [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310012 

uC- zmr oB7 3017cllbl 

BLASTX 

g3335376 

478 

5.0e-48 

144 

62 

(AC003028) putative ammonium transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310013 

uC-zmroB73017e01bl 

BLASTX 

g3256035 

173 

4.0e-19 

81 

65 

(Y14274) 
bicolor] 



putative serine/threonine protein kinase [Sorghum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



310014 

uC- zmroB7 3 0 17 f 1 lbl 

BLASTX 

g4388820 

281 

6.0e-25 

63 

78 



44146 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006528) putative myb DNA-binding protein [Arabidopsis 
thaliana] 

310015 

uC- zmr oB7 3017g05bl 

BLASTX 

gll74162 

194 

9.0e-15 

46 

80 

(U44976) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubi quit in-con jugating-like enzyme [Arabidopsis thaliana] 
310016 

uC-zmroB73017g07bl 

BLASTX 

g4262241 

209 

2.0e-16 

143 
41 

(AC006200) unknown protein [Arabidopsis thaliana] 
310017 

uC-zmroB73017h!2bl 

BLASTX 

gl491615 

272 

6.0e-24 

101 

52 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310018 

uC-zmroB73020b08bl 

BLASTX 

gl857256 

257 

3.0e-22 

135 

43 

(U75360) MURAZC [Zea mays] 
310019 

uC-zmroB73020d04bl 

BLASTX 

g4454017 

212 

6.0e-17 

108 
45 

(AL035396) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



310020 



44147 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
.Seq. ID 

'Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



uC-zmroB73020d08bl 

BLASTX 

g3024122 

663 

9.0e-70 

153 

84 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 

310021 

uC-zmroB73020d!0bl 

BLASTX 

gl362152 

155 

3.0e-10 

58 

60 

ribosomal protein S6 kinase homolog {clone Aspkll) - oat 
>gi_871986_emb_CAA56313_ (X79992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 

310022 

uC-zmroB73020dl2bl 

BLASTX 

g4204793 

358 

5.0e-34 

151 

22 

(U52079) P-glycoprotein [Solanum tuberosum] 
310023 

uC-zmroB73020f09bl 

BLASTX 

g3953481 

264 

5.0e-23 

138 

46 

(AC002328) F2202.26 [Arabidopsis thaliana] V 
310024 

uC-zmroB73020g07bl 

BLASTX 

g2522534 

428 

4.0e-42 

159 

55 

(AF027302) TNF-alpha stimulated ABC protein [Homo sapiens] 
310025 

uC-zmroB73020gllbl 

BLASTX 

g2655008 



44148 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
. Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



261 

1.0e-22 

80 
57 

(AF017144) (1-4) -beta-mannan endohydrolase [Lycopersicon 
esculentum] 

310026 

uC-zmroB73028a02bl 

BLASTX 

g2351374 

363 

1.0e-46 

124 

79 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

310027 

uC-zmroB73028d07bl 

BLASTX 

g4539301 

281 

2.0e-26 

97 

64 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 

310028 

uC-zmroB73028dl2bl 

BLASTX 

gl702987 

220 

5.0e-18 

66 
74 

14-3-3-LIKE PROTEIN GF14 PHI >gi_1493805 (L09111) GF14 
protein phi chain [Arabidopsis thaliana] >gi_223214 6 
(AF001414) 14-3-3-like protein GF14 phi [Arabidopsis 
thaliana] 

310029 

uC-zmroB73028g03bl 

BLASTX 

g2244905 

266 

2.0e-23 

71 

62 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

310030 

uC-zmroB73028g05bl 

BLASTX 

g3402682 



44149 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308 

5.0e-28 

180 

6 

(AC004697) unknown protein [Arabidopsis thaliana] 
310031 

uC-zmroB73028h04bl 

BLASTX 

g4587550 

440 

2.0e-43 

157 

61 

(AC006577) EST gb_R64848 comes from this gene. [Arabidopsis 
thaliana] 

310032 

uC-zmroB73028h09bl 

BLASTX 

g3628757 

448 

2.0e-44 

177 

49 

(AF038007) FIC1 [Homo sapiens] 
310033 

uC-zmroB73028hllbl 

BLASTX 

gl419758 

266 

4.0e-23 

156 

44 

(X98795) 
alba] 



geranylgeranyl pyrophosphate synthase [Sinapis 



310034 

uC-zmroB73030b05bl 

BLASTX 

g4033424 

228 

4.0e-19 

78 

64 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) 
pyrophosphatase [Zea mays] 

310035 

uC-zmroB73030c09bl 

BLASTX 

g4115923 

302 

2.0e-27 

138 - 



inorganic 



44150 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

49 

(AF118222) contains similarity to ubiquitin 
carboxyl-terminal hydrolase family 2 (Pf am: PF00443, 
score=40.0, E=5.2e-08, N=l) and {Pf am: PF00442, Score=37 . 9 
E=5.3e-10, N=l) [Arabidopsis thaliana] 

310036 

uC-zmroB73030e08bl 

BLASTX 

g4467125 

204 

5.0e-16 

50 
70 

(AL035538) putative protein [Arabidopsis thaliana] 
310037 

uC-zmroB73030f04bl 

BLASTX 

g3980416 

425 

1.0e-41 

138 

60 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 

310038 

uC-zmroB73030f 06bl 

BLASTX 

g3063449 

563 

5.0e-58 

151 

74 

(AC003981) F22013.ll [Arabidopsis thaliana] 
310039 

uC-zmroB73030f08bl 

BLASTX 

g3806098 

182 

2.0e-13 

129 
33 

(AF079100) arginine-tRNA-protein transferase 1; Atelp 
[Arabidopsis thaliana] 

310040 

uC-zmroB73030hl0bl 

BLASTX 

g4572673 

191 

2.0e-14 

100 

43 

(AC006954) putative sarcosine oxidase [Arabidopsis 



44151 



thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310041 

uC-zmroB73070a05bl 

BLASTN 

g2984708 

45 

2.0e-16 

81 
89 

Zea mays DnaJ-related protein 
cds 



ZMDJ1 (mdJl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310042 

uC-zmroB73070b01bl 

BLASTX 

g4522008 

248 

5*0e-21 

158 

38 

(AC007069) hypothetical protein 



[Arabidopsis thaliana] 



310043 

uC-zmroB73070c06bl 

BLASTX 

gl076748 

140 

4.0e-09 

41 

63 

major intrinsic protein - rice >gi_440869_dbj_BAA04257_ 
(D17443) major intrinsic protein [Oryza sativa] 

310044 

uC- zmr oB7 3 0 7 OdO 2b 1 

BLASTX 

g3928084 

178 

2.0e-13 

62 

50 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



310045 

uC-zmroB73070d08bl 

BLASTX 

g4469014 

224 

2.0e-18 

68 
62 

(AL035602) putative protein [Arabidopsis thaliana] 
310046 

uC-zmroB73070d09bl 



44152 



Method 


DT 7\ C~PV 


NCBI GI 


g4469014 


BLAST score 


286 


E value 


z * Ue"ZD 


Match length 


Q1 
y 1 


=5 identity 






f aT.n^R^n^ \ nnf sfi vp riT"ni~p"in f Arahi Hnnsi s thai "i anal 

^ " I tli-J - MlU/. y UU.L-CtL._LVC L/XVJ L.C-.11 [_ CIJJJ. ^jL^Jj^siJ _l_ >3 UliOX -Land J 


Seq. No. 


31UU4 / 


O n/y T Pi 

beq. ID 


ul, - ziciroji / jU / ueuoDi 


Method. 


JDlxriO i A 


NCBI GI 


gl917019 


BLAST score 


465 


E value 


i . ue — 4t o 


Match length 


Q Q 


% identity 


y / 


NCBI Description 


^uyzu^-Oj riDOSOinai procein oo r\iroo _l niciyoj 


Seq, No. 


31UU4o 


Seq. ID 


uo-zmrob /jU /unuoDi 


Method 


DT IXQTY 

DliiiO 1A 


NCBI GI 


g2150000 


BLAST score 


212 


E value 


o ♦ ue-i / 


Ma ten lengtn 


1 no 


% identity 


41 


muidI Description 


aieurone riDonucieaSc ^noj-aeuiti vuitja.j-t_: j 


Seq. No. 


o i ft ft a ft 

310049 


beq. ID 


uu ziiiroD / ju / unu jd i 


Method 


t)T 7\ o rpV 


NCBI GI 


g4581164 


BLAST score 


311 


E value 


. ue— zo 


Match length 


1 ft VI 

1U4 


% identity 


56 


NCBI Description 


[ALUUb-c-cUj putative poiyprotein LHraDiaopsis tnananaj 


Seq. No. 


01 ft ft C ft 

310050 


beq. ID 


,-.(~* „ — -—a 1 O ft ft O -i ft 1 -il 

ul- ziuroD /juuzauiai 


Method 


BLAST X 


NCBI GI 


gll71579 


BLAST score 


140 


E value 


1 ft a ft O 

i . oe-Uo 


Match length 


A A 

44 


% identity 


0 / 


NCBI Description 


^Ayoj4zj cytiocnroine _r4_ou t wlco ^ iana raDacui-ij 


Seq. No. 


11 ft ft C 1 

310051 


(-1 _ „ T PV 

Seq* ID 


uu— zitiroD / juuzauoai 


Method 


BLAST A 


NLdI vjI 


giu / odj . 


BLAST score 


154 


E value 


2.0e-10 


Match length 


86 


% identity 


36 


NCBI Description 


protein-serine/threonine kinase NPK15 - common tobacco 



44153 



0 



>gi_505146_dbj_BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 



Seq. No. 


310052 


Seq. ID 


uC- zmr ob7 3 0 0 2b0 Ibl 


Method 


BLASTN 


NCBI GI 


g20243 


BLAST score 


50 


E value 


3 . Oe-19 


Match length 


110 


% identity 


86 


NCBI Description 


O.sativa GP28 gene (partial) 


Seq. No. 


310053 


Seq. ID 


uC- zmr ob7 300 2b0 6bl 


Method 


BLASTX 


NCBI GI 


g4038034 


BLAST score 


146 


E value 


8 . 0e-10 


Match length 


35 


% identity 


- 74 


NCBI Description 


(AC005936) unknown protein [ 


Seq. No. 


J1U054 


Seq. ID 


uC-zmrob73002c04bl 


Method 


BLASTX 


NCBI GI 


gll9167 


BLAST score 


144 


E value 


4.0e-13 


Match length 


68 


% identity 


66 


NCBI Description 


ELONGATION FACTOR 2 (EF-2) 3 



translation elongation factor eEF-2 - Chlorella kessleri 
>gi_167245 (M68064) elongation factor 2 [Chlorella 

kessleri] >gi_228693_prf 1808323A elongation factor 2 

[Chlorella kessleri] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310055 

uC-zmrob73002c06bl 

BLASTX 

g3212854 

317 

2.0e-29 

106 

59 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310056 

uC-zmrob73002dllbl 

BLASTX 

g4539351 

209 

6.0e-17 

68 
59 

(AL035539) putative protein [Arabidopsis thaliana] 



44154 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310057 

uC-zmrob73002el2bl 

BLASTX 

gll71966 

285 

2.0e-25 

83 

71 

PHOSPHATIDYLINOSITOL 3-KINASE, NODULE ISOFORM 
(PTDINS-3-KINASE) (PI3K) (SPI3K-1) >gi_736337 
phosphatidylinositol 3-kinase [Glycine max] 



(PI3-KINASE) 
(L29770) 



310058 

uC-zmrob73002f02bl 

BLASTN 

g3511235 

52 

2.0e-20 

108 

89 

Zea mays starch branching enzyme lib (ae) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310059 

uC- zmr ob 73002fllbl 

BLASTX 

gl946372 

263 

6.0e-23 

72 

72 

(U93215) yeast hypothetical protein YDB1_SCHP0 isolog 
[Arabidopsis thaliana] 

310060 

uC-zmrob73002fl2bl 

BLASTX 

g2565009 

228 

7.0e-19 

60 

62 

(AC002983) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



310061 

uC-zmrob73002g01bl 

BLASTX 

g4455015 

193 

1.0e-14 

89 

45 

(AF113131) host cell factor homolog LCP [Homo sapiens] 
310062 

uC-zmrob73002g05bl 



44155 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTX 

gl706958 

177 

8.0e-13 

136 
33 

(U58284) 



cellulose synthase [Gossypium hirsutum] 



310063 

uC-zmrob73004a01bl 

BLASTX 

g2984709 

393 

3.0e-38 

84 

90 

(AF0534 68) DnaJ-related protein 



ZMDJ1 [Zea mays] 



310064 

uC- zmr ob7 3 0 0 4b0 lb 1 

BLASTX 

g2662341 

266 

2.0e-23 

72 

74 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2662345_dbj_BAA23659_ (D63582) 
sativa] >gi_2662347_dbj_BAA23660_ 

[Oryza sativa] 



EF-1 alpha [Oryza 
(D63583) EF-1 alpha 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E Value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310065 

uC- zmr ob7 3 0 0 4 dO lbl 

BLASTX 

g2208944 

158 

8.0e-ll 

65 

54 

(Y11120) nodulin-35 homologue [Arabidopsis thaliana] 
310066 

uC-zmrob73004d02bl 

BLASTX 

gl710841 

441 

9.0e-44 

122 
71 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_758247_emb_CAA56278_ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



310067 

uC-zmrob73004d06bl 

BLASTX 

g!170937 



44156 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165 

1.0e-ll 

52 
62 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

310068 

uC-zmrob73004d07bl 

BLASTX 

g2760345 

150 

7.0e-10 

38 
27 

(U84967) ubiquitin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310069 

uC-zmrob73004e03bl 

BLASTX 

g2914703 

158 

8.0e-ll 

92 
50 

(AC003974) unknown protein [Arabidopsis thaliana] 
310070 

uC-zmrob73004g01bl 

BLASTX 

g2129550 

317 

3.0e-29 

81 

73 

calcium- dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4 454 034_emb_CAA2 3031. 1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310071 

uC-zmrob73004g02bl 

BLASTX 

gl001311 

293 

2.0e-26 

77 

70 

(D64006) 



hypothetical protein [Synechocystis sp.] 



Seq. No. 



310072 



44157 



oeq. ±d 


U.v^ ZIuXQlJ / JUU ^yU fi-U-L 


Method 


TDT 7V CTIV 

BLAblA 


NCBI GI 


g3046696 


BLAST score 


275 


E value 


2 . Ue-z4 


Matcn length 


1j1 


% identity 




NCBI Description 


t/\iiUZiZ^4; Lir synunase 


Seq. No. 


olUU / o 


TT"\ 

beq. ID 


uo—zirtroo / ouu^guoDi 


Method 


DT 7\ OTY 






BLAST score 


549 


E value 


7.0e-58 


Match length 


137 


% identity 


80 


NCBI Description 


PROTEIN KINASE AFC 2 >gi 



_ 789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



Seq. No. 


310074 


Seq. ID 


uC-zmrob73004g09bl 


Method 


BLASTX 


NCBI GI 


g!498386 


BLAST score 


284 


E value 


2.0e-25 


Match length 


80 


% identity 


75 


NCBI Description 


(U60509) actin [Zea mays] 


Seq. No. 


310075 


Seq. ID 


uC-zmrob73004h02bl 


Method 


BLASTX 


NCBI GI 


g3882355 


BLAST score 


315 


E value 


7.0e-29 


Match length 


127 


% identity 


53 


NCBI Description 


(U92460) 12-oxophytodieno 




thaliana] 


Seq. No. 


310076 


Seq. ID 


uC-zmrob73004h07bl 


Method 


BLASTX 


NCBI GI 


g2232254 


BLAST score 


281 


E value 


3.0e-25 



[Arabidopsis 



Match length 

% identity 

NCBI Description 



64 
80 

(AF005237) 



old-yellow-enzyme homolog [Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 



310077 

uC- zmr ob7 3 0 0 4 hO 9b 1 
BLASTX 



44158 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4314365 
276 

2.0e-24 

120 

51 

(AC006340) putative copia-like retrotransposon Hopscotch 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310078 

uC- zmrob7 30 05b0 lbl 

BLASTX 

g3367568 

400 

6.0e-39 

115 

62 

(AL031135) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



310079 

uC-zmrob73005b04bl 

BLASTN 

g2738749 

83 

2.0e-39 

99 
96 

Zea mays ATP sulfurylase mRNA, complete cds 
310080 

uC-zmrob73005c07bl 

BLASTX 

g2492504 

271 

2.0e-24 

63 

84 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_1669660_emb__CAA70565_ (Y09396) protein of AAA family 
[Capsicum annuum] 

310081 

uC-zmrob73005cl2bl 

BLASTX 

gl498053 

192 

3.0e-15 

45 

82 

(U64436) ribosomal protein S8 [Zea mays] 
310082 

uC-zmrob73005d05bl 

BLASTN 

gl800218 

104 

9.0e-52 



44159 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 
93 

Sorghum bicolor phytochrome C (PHYC) mRNA, complete cds 
310083 

uC-zmrob73005e08bl 

BLASTX 

g3451075 

149 

4.0e-10 

63 
48 

(AL031326) putative protein [Arabidopsis thaliana] 
310084 

uC-zmrob73005f!0bl 

BLASTN 

g3869069 

46 

1.0e-16 

66 
92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310085 

uC-zmrob73005g03bl 

BLASTX 

g478753 

202 

3.0e-16 

43 
86 

tubulin alpha-4 chain - maize 



( fragment ) 



310086 

uC-zmrob73005h04bl 

BLASTX 

gl!3456 

207 

2.0e-16 

54 

74 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 
>gi_22162_emb_CAA40781_ (X57556) adenine nucleotide 
translocator [Zea mays] 

310087 

uC-zmrob73006a!0bl 

BLASTX 

gl28405 

192 

1.0e-14 

87 
52 

NODULIN 21 (N-21) >gi_99942_pir S08632 nodulin-21 - 



44160 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



soybean >gi_18694_emb_CAA34506_ (X16488) nodulin-21 (AA 
1-201) [Glycine max] 

310088 

uC-zmrob73006b02bl 

BLASTX 

g4586053 

467 

6.0e-47 

107 

70 

(AC007020) putative lacasse [Arabidopsis thaliana] 
310089 

uC-zmrob73006d07al 

BLASTN 

gl68508 

42 

2.0e-14 

102 

85 

Maize oleosin KD18 (KD18; L2) gene, complete cds 
310090 

uC- zmr ob7 3 0 0 6d0 8b 1 

BLASTX 

g3915826 

138 

7.0e-09 

47 

62 

60S RIBOSOMAL PROTEIN L5 
310091 

uC-zmrob73006e02bl 

BLASTX 

g 4544436 

234 

1.0e-19 

131 

44 

(AC006592) anthocyanidin-3-glucoside rhamnosyltransf erase, 
3 f partial [Arabidopsis thaliana] 

310092 

uC-zmrob73006g03bl 

BLASTX 

g4309738 

227 

8.0e-19 

85 

49 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
310093 

uC-zmrob73006h01bl 
BLASTX 



44161 



NCBI GI 


g4455360 


BLAST score 


259 


E value 


9 Do— 99 
Z . Uc ZZ 


Matcn lengtn 




% identity 


b 


NCBI Description 


[FiXiU JjDDZtQ ) pULatlVe pi70I.cJ.il L-^-^ ci.LJXU.ULyo Xo L.ila.xxa.na. j 


Seq. No. 


oiuuy4 


oeq. xu 


U.Lv Z.1UX \JU l ~J U U LUiV X 


Ma -4— V\ <^"\ <^ 

lxie unoa. 


DXifaO 1 A 


NCBI GI 


g4519938 


BLAST score 


424 


E value 


/ . ue— 4z 


Matcn lengtn 


IlZ 


% identity 


/Z 


NCBI Description 


\ADUiyz4U; KirKin [uryza samvaj 


Seq. No. 


Qi n n q r 


oeq. xjj 


LiLv Z.1LLX L/XJ / JuUUillt.L'l 


ixie LIIOU 


DXiriO i.A 


NCBI GI 


g3935152 


BLAST score 


332 


E value 


A fid— ^ 1 


Matcn lengtn 


1U / 


% identity 




NCBI Description 


fafTinRin^^ mo cvio H 1 £ r Tir-aH-i H^t^c -i q fhal I anal 


Seq. No. 


oiuuyo 


beq* lu 


ULv — zmroD / ouiiau4Dx 


Metnoa 


DT 7\ crpv 


LNOJDX IjX 


y J2741'iOU 


BLAST score 


290 


E value 


6.0e-26 


Match length 


60 


% identity 


80 


NCBI Description 


(AF062894) putative transcription factor [Arabidops. 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310097 

uC-zmrob73011b01bl 

BLASTX 

g3047096 

428 

1.0e-55 

183 
63 

(AF058826) similar to eukaryotic protein kinase domains 
(Pfam: pkinase.hmm, score: 189.74) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



310098 

uC-zmrob73011b03bl 

BLASTX 

g4514635 

331 

1.0e-30 

82 

66 



44162 



# 



NCBI Description (AB021175) root cap protein 1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310099 

uC-zmrob73011e07bl 

BLASTX 

g2583120 

314 

7.0e-29 

119 

53 

(AC002387) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

310100 

uC-zmrob73011f02bl 

BLASTX 

g4063750 

314 

5.0e-29 

89 

62 

(AC005851) putative indole-3-acetate 

beta-glucosyltransferase synthetase [Arabidopsis thaliana] 
310101 

uC-zmrob73011g!2bl 

BLASTN 

g218190 

38 

9.0e-12 

50 

94 

Rice genomic DNA encoding peroxidase component RP-2 and/or 
4 >gi_244767_gb_S80193_S80193 peroxidase isoform RP-2 or 
RP-4 [Oryza sativa L.=rice, Genomic, 89 nt] 

310102 

uC-zmrob73012a01bl 

BLASTX 

g417570 

377 

3.0e-36 

122 
59 

DIHYDROOROTATE DEHYDROGENASE PRECURSOR { DIHYDROOROTATE 

OXIDASE) (DHODEHASE) >gi_47867 6_pir S23762 dihydroorotate 

oxidase (EC 1.3.3.1) - Arabidopsis thaliana 
>gi_16449_emb_CAA44695__ (X62909) dihydroorotate 
dehydrogenase [Arabidopsis thaliana] 

310103 

uC-zmrob73012a06bl 

BLASTX 

gl944132 

359 

3.0e-34 
88 



44163 



% identity 


73 


NCBI Description 


(ABUUzooU) cucz [AraDiaopsiS rnaj-ianaj 


Seq. No. 


310104 


Seq. ID 


uc-zmroJD / oUi^cuyJDi 


Method 




NCBI GI 


g2832242 


BLAST score 


174 


E value 


4 . Ue-yi 


Match length 


395 


% identity 


87 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, < 


Seq. No. 


310105 


Seq. ID 


uc- zmroo / oUizciUDi 


Method 


BLASTX 




giiuy duu 


BLAST score 


184 


E value 


9.0e-14 


Match length 


69 


% identity 


51 


NCBI Description 


(D16628) ATsEH [Arabidopsis thaliana] >gi 



(AC003105) soluble epoxide hydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310106 

uC-ziurob73012d02bl 

BLASTX 

g4544423 

150 

9.0e-10 

104 
38 

(AC006955) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310107 

uC-zmrob73012d07bl 

BLASTX 

g4097948 

325 

3.0e-30 

103 

62 

(U72255) beta-1, 3-glucanase precursor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310108 

uC-zmrob73012e02bl 

BLASTN 

g2565304 

56 

1.0e-22 

88 

91 

Hordeum sp. x Triticum 
mRNA, complete cds 



sp. glycine decarboxylase P subunit 



Seq. No. 
Seq. ID 



310109 

uC-zmrob73012e04bl 



44164 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4586112 

275 

3.0e-24 

161 

44 

(AL04 9638) putative protein [Arabidopsis thaliana] 



Seq. No. 


olUllu 


oeq . 1U 


nP - Tm-r rYh7 ^01 ?hf)1 hi 


Method 




NCBI GI 


g4 joUj y ^ 


bLiAoi score 


9 4 0 
z *± u 


E value 




Match length 


69 


% identity 


67 


NCBI Description 


( auuu / 1 / 1 ) puT.ar.ive 




thaliana] 


Seq. No. 




Seq. ID 


uC-zmroD/JUlogu /al 


Method 


BLASTN 


NCBI GI 


glOUoo /o 


BLAST score 


t aa 
1UU 


E value 


2 . 0e-49 


Match length 


112 


% identity 


97 


NCBI Description 


Zea mays RSI mRNA, < 


Seq. No. 


310112 


Seq. ID 


uo-zmroD / ouiyau jdx 


Method 


BLASTX 


NCBI GI 


g3894158 


nLAbi score 


1 QQ 


E value 


4.0e-14 


Match length 


143 


% identity 


34 


NCBI Description 


(AC005312) similar 




thaliana] 


Seq. No. 


310113 


Seq. ID 


uC-zmrob73019d05bl 


Method 


BLASTX 


NCBI GI 


g3355480 


BLAST score 


198 


E value 


2.0e-15 


Match length 


122 



putative fatty -acid elongase [Arabidopsis 



% identity 

NCBI Description 



39 

(AC004218) 
thaliana] 



Medicago nodulin N21-like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



310114 

uC- zmr ob7 3 0 1 9d0 6b 1 

BLASTX 

gl24226 

274 

4.0e-24 



44165 



Match length 

% identity 

NCBI Description 



113 
49 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi_100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA45104_ 
{X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbaginifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310115 

uC-zmrob73019d08bl 

BLASTX 

g3915847 

165 

2.0e-ll 

53 
58 

4 OS RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 


310116 


Seq. ID 


uC-zmrob73019f 08bl 


Method 


BLASTX 


NCBI GI 


g3377820 


BLAST score 


357 


E value 


7.0e-34 


M^'hnH 1 f i nn1"h 


98 


% identity 


71 


NCBI Description 


(AF076275) contains similarity tc 




[Arabidopsis thaliana] 


Seq. No. 


310117 


Seq. ID 


uC-zmrob73019fllbl 


Method 


BLASTX 


NCBI GI 


g4467124 


BLAST score 


234 


E value 


2.0e-19 


Match length 


147 


% identity 


35 


NCBI Description 


(AL035538) hypothetical protein 


Seq. No. 


310118 


Seq. ID 


uC-zmrob73019g04bl 


Method 


BLASTX 


NCBI GI 


g2688828 


BLAST score 


195 


E value 


1.0e-14 


Match length 


87 


% identity 


43 


NCBI Description 


(U97530) ethylene-forming-enzyme- 




armeniaca] 


Seq. No. 


310119 


Seq. ID 


uC-zmrob73019h08bl 


Method 


BLASTX 


NCBI GI 


g4314388 


BLAST score 


458 


E value 


1.0e-45 



44166 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149 
59 



(AC006232) hypothetical protein [Arabidopsis thaliana] 



310120 

uC-zmrob73022al0al 

BLASTX 

g3935181 

401 

4.0e-39 
91 

81 

(AC004557) F17L21.24 



[Arabidopsis thaliana] 



310121 

uC-zmrob73022e01al 

BLASTN 

g22237 

47 

1.0e-17 

111 
86 

Maize mRNA for cytosolic GAPDH (GapC) 
glyceraldehyde-3-phosphate dehydrogenase 

310122 

uC-zmrob73022e02al 

BLASTX 

g4210504 

428 

3.0e-42 

140 

58 

(AC002392) putative cadmium-transporting ATPase 
[Arabidopsis thaliana] 

310123 

uC-zmrob73022hl0al 

BLASTX 

g3096910 

150 

1.0e-09 

74 

41 

(AJ005813) neoxanthin cleavage enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310124 

uC- zmr ob7 3033b08bl 

BLASTX 

gl082403 

325 

4.0e-30 

133 

47 

glutamine — phenylpyruvate transaminase (EC 2.6.1.64) - 
human >gi 2146953_pir S69001 glutamine—phenylpyruvate 



44167 



aminotransferase (EC 2.6.1.64) - human 

>gi_7 5859 l_emb_CAA5 770 2_ (X82224) glut amine — pheny lpyr u va t e 
aminotransferase [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310125 

uC- zmr ob7 3 0 3 3b0 9b 1 

BLASTX 

g3641661 

561 

8.0e-58 

124 

88 

(AB008519) high affinity nitrate transporter [Oryza sativa] 



F5pfT Nn 


310126 


Seq. ID 


uC-zmrob73033c06bl 


Method 


BLASTX 


NCBI GI 


g3549681 


BLAST score 


321 


E value 


1.0e-29 


Match length 


136 


% identity 


48 


NCBI Description 


(AL031394) male sterility 2-like prote 




tha liana] 


Seq. No. 


310127 


Seq. ID 


uC-zmrob73033d08bl 


Method 


BLASTX 




y j / jojj j 


BLAST score 


151 


E value 


8.0e-10 


Match length 


37 


% identity 


78 


NCBI Description 


(AC005170) putative kinase [Arabidops: 


Seq. No. 


, 

310128 


Seq. ID 


uC- zmr ob7 3 0 3 3dl lb 1 


Method 


BLASTX 


NCBI GI 


g399900 


BLAST score 


264 


E value 


5.0e-23 


Match length 


91 


% identity 


58 


NCBI Description 


HOMEOBOX-LEUCINE ZIPPER PROTEIN HATS 




(HD-ZIP PROTEIN ATHB-1) >gi_99659_pir 




protein Athb-1 - Arabidopsis thaliana 




>gi_16329_emb_CAA41625_ (X58821) Athb- 




[Arabidopsis thaliana] 


Seq. No. 


310129 


Seq. ID 


uC-zmrob73033el0bl 


Method 


BLASTX 


NCBI GI 


g4538961 


BLAST score 


467 


E value 


8.0e-47 


Match length 


119 


% identity 


68 



[Arabidopsis 



[HD-ZIP PROTEIN 5) 



44168 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL049488) isoleucine-tRNA ligase-like protein [Arabidopsis 
thaliana] 

310130 

uC-zmrob73034c02al 

BLASTX 

g483412 

220 

8.0e-18 

54 

83 

(L014 97) calmodulin-binding protein [Zea mays] 
310131 

uC-zmrob73036b02bl 

BLASTX 

g425194 

399 

9.0e-44 

108 

87 

(L26243) heat shock protein [Spinacia oleracea] >gx_2660772 
(AF034 618) cytosolic heat shock 7 0 protein [Spinacia 
oleracea] 

310132 

uC-zmrob73036b07bl 

BLASTX 

g537437 

171 

3.0e-12 

50 

60 

(U12637) cysteine proteinase [Hemerocallis hybrid cultivar] 
310133 

uC- zmr ob7 3 0 3 6d0 3b 1 

BLASTX 

g2564066 

210 

7.0e-17 

54 

69 

(D45900) LEDI-3 protein [Lithospermum erythrorhizon] 
310134 

uC-zmrob73036f02bl 

BLASTX 

gl35060 

405 

1.0e-39 

120 

70 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

(SHRUNKEN-1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_2248 6_emb__CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 



44169 



sucrose synthase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310135 

uC-zmrob73036f03bl 

BLASTX 

g3617741 

154 

1.0e-10 

43 

65 

(AC005687) L3 cytoplasmic ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310136 

uC-zmrob73037a05al 

BLASTX 

g82700 

200 

7.0e-16 

90 
59 

hypothetical protein 2 - maize transposon Mul 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310137 

uC-zmrob73039c03al 

BLASTX 

g2944178 

257 

8.0e-33 

139 

58 

(AF007778) trehalose- 6-phosphate phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310138 

uC-zmrob73039dl2al 

BLASTX 

g2244981 

165 

2.0e-ll 

87 

40 

(Z97340) similarity to proline-rich protein APG - 
Arabidopsis [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310139 

uC-zmrob73039g03al 

BLASTX 

g4490735 

142 

7.0e-09 

81 

35 

(AL035708) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



310140 

uC-zmrob73044b04al 



44170 



Method 


BLASTN 


NCBI GI 


gl68606 


DiiAoi score 




E value 


8.0e-65 


Match length 


185 


% identity 


91 


NCBI Description 


Zea mays mitochondrial Rieske Fe-S protein mRNA, complete 




cds 


Seq. No. 


310141 


Seq. ID 


uC-zmrob73044d01al 


Method 


BLASTN 




gz^xyz 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


52 


% identity 


92 


NCBI Description 


Z.mays B-I gene for B transcriptional activator 


Seq- No. 


310142 


Seq. ID 


uC-zmrob73044f04al 


Method 


BLASTN 


NCBI GI 


gl895083 


BLAST score 


111 


E value 


1.0e-55 


Match length 


220 


% identity 


87 


NCBI Description 


Zea mays golgi associated protein se-wap41 mRNA, complete 




cds 


Seq. No. 


310143 


Seq. ID 


uC-zmr ob7 3 0 4 5bl 0a 1 


Method 


BLASTX 


JnLdI bl 


g4o / oUbb 


BLAST score 


286 


E value 


1.0e-25 


Match length 


105 


% identity 


50 


NCBI Description 


(AF098806) polyprotein [Sorghum bicolor] 


Seq. No. 


310144 


Seq. ID 


uC-zmrob7304 9d08al 


Method 


BLASTN 


JNLol bl 




BLAST score 


53 


E value 


3.0e-21 


Match length 


188 


% identity 


88 


NCBI Description 


Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 


Seq. No. 


310145 


Seq. ID 


uC-zmrob73049g04al 


Method 


BLASTX 


NCBI GI 


g4056437 


BLAST score 


356 


E value 


4.0e-34 


Match length 


96 



44171 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

(AC005990) Strong similarity to PFAM PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

310146 

uC- zmrob7 3 0 4 9h0 9al 

BLASTX 

g4468981 

249 

3.0e-21 

84 
61 

(AL035605) formamidase-like protein [Arabidopsis thaliana] 



Seq. No. 310147 

Seq. ID uC-zmrob73050c04al 

Method BLASTN 

NCBI GI gl419369 

BLAST score 92 

E value 2.0e-44 

Match length 100 

% identity 98 

NCBI Description Z.mays ZmABP3 mRNA for actin depolymerizmg factor 

Seq. No. 310148 

Seq. ID uC-zmrob73050c06al 

Method BLASTX 

NCBI GI g3641661 

BLAST score 366 

E value 5.0e-35 

Match length 87 

% identity 82 m 
NCBI Description (AB008519) high affinity nitrate transporter [Oryza sativa] 

Seq. No. 310149 

Seq. ID uC-zmrob73050cl0al 

Method BLASTN 

NCBI GI gl419369 

BLAST score 43 

E value 4.0e-15 

Match length 47 

% identity 98 

NCBI Description Z.mays ZmABP3 mRNA for actin depolymerizing factor 

Seq. No. 310150 

Seq. ID uC-zmrob73050el2al 

Method BLASTX 

NCBI GI g4263716 

BLAST score 222 

E value 3.0e-18 

Match length 82 

% identity 55 

NCBI Description (AC006223) putative alanine acetyl transferase [Axabxdopsis 
thaliana] 



Seq. No. 310151 

Seq. ID uC-zmrob73050el2bl 



44172 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4263716 

155 

2.0e-10 

67 
42 

(AC006223) 
thaliana] 



putative alanine acetyl transferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310152 

uC-zmrob73050f01bl 

BLASTX 

gl35398 

238 

3.0e-20 

56 

80 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 


310153 


Seq. ID 


uC-zmrob73050f07bl 


Method 


BLASTX 


NCBI GI 


g464843 


BLAST score 


140 


E value 


8.0e-09 


Match length 


40 


% identity 


70 


NCBI Description 


[Segment 1 of 2] TUBULIN ALPHA- 4 CHAIN 




>gi_22152_emb_CAA44864_ (X63179) alpha-tubulin #4 [ 




mays] 


Seq. No. 


310154 


Seq, ID 


uC-zmrob73050f09bl 


Method 


BLASTX 


NCBI GI 


g2832658 


BLAST score 


231 


E value 


4.0e-19 


Match length 


67 


% identity 


67 


NCBI Description 


(AL021710) putative protein [Arabidopsis thaliana] 


Seq. No. 


310155 


Seq. ID 


uC- zmr ob7 3050g02bl 


Method 


BLASTX 


NCBI GI 


g2995340 


BLAST score 


147 


E value 


3.0e-09 


Match length 


103 


% identity 


34 


NCBI Description 


(AL022244) hypothetical protein [Schizosaccharomyce 


Seq. No. 


310156 


Seq. ID 


uC-zmrob73050h05bl 


Method 


BLASTX 


NCBI GI 


g2894607 



44173 



BLAST score 


546 


E value 


4.0e-56 


Match length 


131 


% identity 


73 


NCBI Description 


(ALQ21889) NAM (no apical meristzenij - iiKe protein 




[Arabidopsis thaliana] 


Seq. No. 


310157 


Seq. ID 


uC-zmroo /ouolDlzai 


Method 


BLASTN 


NCBI GI 


g22176 


BLAST score 


42 


E value 


2 . Oe-14 


Match length 


81 


% identity 


45 


NCBI Description 


Z.mays P gene 


Seq. No. 


310158 


Seq. ID 


uC-zmroD / JUolcizai 


Method 


BLASTX 


NCBI GI 


gl001630 


BLAST score 


227 ^ 


E value 


1.0e-18 


Match length 


67 


% identity 


60 


NCBI Description 


(D64002) hypothetical protein [Synechocystis sp.] 


Seq. No. 


310159 


Seq. ID 


uC- zmrob7 305 lhO 9al 


Method 


BLASTX 


NCBI GI 


g4585901 


BLAST score 


266 


E value 


3.0e-23 


Match length 


126 


% identity 


42 


NCBI Description 


(AC007133) hypothetical protein [AraDiaopsis tnanana 


Seq. No. 


310160 


Seq. ID 


uC-zmrob73052a03al 


Method 


BLASTX 


NCBI GI 


i a o n Art ji 

g3928084 


BLAST score 


181 


E value 


2.0e-13 


Match length 


90 


% identity 


48 


NCBI Description 


(AC005770) retrotransposon-like protein [Arabidopsis 




thaliana] 


Seq. No. 


310161 


Seq. ID 


uC-zmrob73052cl2al 


Method 


BLASTN 


NCBI GI 


g22157 


BLAST score 


198 


E value 


1.0e-107 


Match length 


202 


% identity 


100 


NCBI Description 


Z.mays mRNA for alpha-tubulin 



44174 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310162 

uC-zmrob73052hllal 

BLASTN 

g899607 

168 

1.0e-89 

192 
97 

Zea mays polyubiquitin (MubC5) mRNA, complete cds 
310163 

uC-zmrob73053b03al 

BLASTX 

g4510369 

310 

2.0e-28 , - 

147 

46 

(AC007017) hypothetical protein [Arabidopsis thaliana] 
310164 

uC-zmrob73053bl0al 

BLASTX 

g!723182 

210 

9.0e-17 

65 
54 

SUGAR CARRIER PROTEIN A >gi_169736 (L08197) sugar carrier 
protein [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



310165 

uC-zmrob73054c09al 

BLASTN 

g22292 

57 

2.0e-23 

165 

84 

Z.mays mRNA for glycine-rich protein 
310166 

uC-zmrob73054d05al 

BLASTX 

g2723477 

224 

2.0e-18 

60 

75 

(D89824) GTP-binding protein [Arabidopsis thaliana] 
310167 

uC-zmrob73054g02al 

BLASTX 

g!931652 

194 



44175 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-15 

57 
61 

(U95973) phosphatidylinositol-4-phosphate 5-kihase isolog 
[Arabidopsis thaliana] 



310168 

uC-zmrob73054h06al 

BLASTX 

g404688 

217 

2.0e-17 

63 

56 

(L19074) cytochrome P450 



[Catharanthus roseus] 



310169 

uC-zmrob73054hl2al 

BLASTX 

g2618699 

410 

3.0e-40 

112 
65 

(AC002510) unknown protein [Arabidopsis thaliana] 
310170 

uC-zmrob73055a04bl 

BLASTX 

g3025189 

162 

6.0e-ll 

114 

35 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi__1652753_dbj_BAA17672_ (D90908) ABCl-like [Synechocysti 
sp.] 

310171 

uC-zmrob73055c04bl 

BLASTX 

g3269293 

145 

2.0e-12 

81 

47 

(AL030978) putative protein [Arabidopsis thaliana] 
310172 

uC-zmrob73055c07al 

BLASTX 

g3287696 

137 

1.0e-08 

37 

70 

(AC003979) Strong similarity to phosphoribosylanthranilate 



44176 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

310173 

uC-zmrob73055cl0bl 

BLASTX 

g4539422 

223 

7.0e-23 

70 

77 

(AL04 9171) putative protein [Arabidopsis thaliana] 
310174 

uC-zmrob73055cllbl 

BLASTX 

gl438877 

351 

4.0e-33 

137 

27 

(U41287) zinc finger protein [Mus musculus] 
310175 

uC-zmrob73055d08bl 

BLASTN 

g296593 

53 

8.0e-21 

73 

93 

H. vulgare pZE40 gene 
310176 

uC-zmrob73055dllbl 

BLASTX 

g3320104 

153 

3.0e-10 

92 
39 

(AJ007366) calcium-dependent protein kinase [Zea mays] 
310177 

uC-zmrob73055el0al 

BLASTX 

g3075400 

159 

8.0e-ll 

50 

58 

(AC004484) putative thromboxane-A synthase [Arabidopsis 
thaliana] >gi_3413720 (AC004747) putative thromboxin-A 
synthase [Arabidopsis thaliana] 



Seq. No. 



310178 



44177 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



uC-zmrob73055g04bl 

BLASTX 

g548770 

321 

6.0e-36 

143 

59 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

310179 

uC- zmr ob7 3 0 5 5g0 6b 1 

BLASTX 

g2735017 

372 

5.0e-48 

140 

68 

(U82481) KI domain interacting kinase 1 [Zea mays] 
310180 

uC-zmrob73055h01al 

BLASTX 

gll71579 

188 

2.0e-14 

57 

61 

(X95342) cytochrome P450 [Nicotiana tabacum] 
310181 

uC-zmrob73055h08bl 

BLASTX 

gl076287 

282 

1.0e-25 

68 

90 

amine acid permease - Arabidopsis thaliana 
>gi_510236_emb_CAA50672_ (X71787) amine acid permease 
[Arabidopsis thaliana] 

310182 

uC- zmrob7 305 6b0 4 al 

BLASTN 

g514945 

143 

1.0e-74 
265 
89 

Zea mays sucrose synthase 



(Susl) mRNA, complete cds 



310183 

uC-zmrob73057cllal 

BLASTX 

g3184289 



44178 




BLAST score 


199 


E value 


2.0e-15 


Match length 


55 


% identity 


69 


NCBI Description 


(AC004136) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


310184 


Seq. ID 


uC-zmrob73057e!0al 


Method 


BLASTX 


NCBI GI 


al944132 


BLAST score 


183 


E value 


2.0e-13 


Match length 


147 


% identity 


33 


NCBI Description 


(AB002560) CUC2 [Arabidopsis thaliana] 


Seq. No. 


310185 


Seq. ID 


uC-zmrob73057g02al 


Method 


BLASTX 


J.M \-r U J- VJ J_ 




BLAST score 


244 


E value 


1.0e-20 


Match length 


102 


% identity 


40 


NCBI Description 


(AC006067) unknown protein [Arabidopsis thaliana] 


Seq. No. 


310186 


Seq. ID 


uC-zmrob73057gl2al 


Method 


BLASTX 


NCBI GI 


g3941480 




174 


E value 


4.0e-13 


Match length 


52 


% identity 


58 


NCBI Description 


(AF062894) putative transcription factor [Arabidopsis 




thaliana] 


Seq. No. 


310187 


Seq. ID 


uC-zmrob73058a09al 


Method 


BLASTX 


NCBI GI 


g4220528 


RT Zl QT* a r~<r\ 
DiinOi SCvJie 




E value 


9.0e-26 


Match length 


64 


% identity 


78 


NCBI Description 


(AL035356) glucose-6-phosphate isomerase [Arabidopsis 




thaliana] 


Seq. No. 


310188 


Seq. ID 


uC-zmrob73058b09al 


Method 


BLASTN 


NCBI GI 


g294844 


BLAST score 


34 


E value 


7.0e-10 


Match length 


102 



% identity 83 
NCBI Description Saccharum hybrid cultivar H65-7052 membrane protein mRNA, 



44179 



complete cds 

Seq. No. 310189 

Seq. ID uC-zmrob73058d01al 

Method BLASTX 

NCBI GI g2982452 

BLAST score 430 

E value 2.0e-42 

Match length 130 

% identity 66 

NCBI Description (AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 

Seq. No. 310190 

Seq. ID uC-zmrob73058f04al 

Method BLASTN 

NCBI GI g902585 

BLAST score 39 

E value 1.0e-12 

Match length 175 

% identity 81 

NCBI Description Zea mays clone MubG9 ubiquitin gene, complete cds 

Seq. No. 310191 

Seq. ID uC-zmrob73058f05al 

Method BLASTX 

NCBI GI g4218120 

BLAST score 187 

E value 4.0e-14 

Match length 87 

% identity 37 

NCBI Description (AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 310192 

Seq. ID uC-zmrob73058h07al 

Method BLASTN 

NCBI GI g22430 

BLAST score 40 

E value 4.0e-13 

Match length 88 

% identity 86 

NCBI Description Maize pseudo-Gpa2 pseudogene for glyceraldehyde-3-phos; 
dehydrogenase subunit A 

Seq. No. 310193 

Seq. ID uC-zmrob73059al0al 

Method BLASTX 

NCBI GI g2347188 

BLAST score 208 

E value 1.0e-16 

Match length 51 

% identity 73 

NCBI Description (AC002338) laccase isolog [Arabidopsis thaliana] 

>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 



44180 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310194 

uC- zmr ob 7 3059b04al 

BLASTX 

g3617770 

210 

1.0e-16 

83 
51 

(Y14329) threonyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310195 

uC-zmrob73059d09al 

BLASTX 

g3421109 

277 

1.0e-24 

72 
76 

(AF043533) 20S proteasome beta subunit PBC2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310196 

uC-zmrob73059h01al 

BLASTX 

g2252851 

244 

6.0e-21 

91 

56 

(AF013294) No definition line found [Arabidopsis thaliana] 
310197 ^ 

uC- zmr ob7 3060b03al 

BLASTX 

g4322331 

225 

2.0e-18 

169 

34 

(AF081514) geranylgeranyl diphosphate synthase [Taxus 
canadensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



310198 

uC-zmrob73060c04al 

BLASTN 

gl68434 

73 

3.0e-33 

85 

96 

Z.mays catalase isozyme 
310199 

uC-zmrob73060el0al 

BLASTN 

g22320 

87 



3 (CAT-3) mRNA, complete cds 



44181 



E value 


1.0e-41 


Match length 


184 


% identity 


86 


NCBI Description 


Maize HI mRNA for HI his tone 


Seq. No. 


310200 


Seq. ID 


uC-zmrob73060f04al 


Method 


BLASTX 


NCBI GI 


g2911082 


BLAST score 


302 


E value 


2.0e-27 


Match length 


104 


% identity 


56 


NCBI Description 


(AL021960) hypothetical prot< 


Seq. No. 


310201 


Seq. ID 


uC-zmrob73060fl2al 


Method 


BLASTX 


NCBI GI 


g4249386 


BLAST score 


585 


V, va 1 nt* 

■LJ V U-L U.^ 


1 . 0e-60 


Match length 


170 


% identity 


66 


NCBI Description 


(ACQ05966) Strong similarity 




from Arabidopsis thaliana. 1 




gene. [Arabidopsis thaliana] 


Seq. No. 


310202 


Seq. ID 


uC-zmrob73060h07al 


Method 


BLASTX 


NCBI GI 


g2961377 


ID X-Ll\i^/ X O I \J J- 


187 


E value 


1.0e-14 


Match length 


47 


% identity 


68 


NCBI Description 


(AL022141) putative receptor 




thaliana] 


Seq. No. 


310203 


Seq. ID 


uC-zmrob73061a09al 


Method 


BLASTN 


NCBI GI 


g22330 


BLAST score 


100 


E value 


4.0e-49 


Match length 


140 


% identity 


93 



EST gb_H37 393 comes from this 



NCBI Description Z.mays Zmhoxla mRNA for homeobox protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310204 

uC- zmr ob7 3061 fO Sal 

BLASTN 

g22292 

135 

4.0e-70 

195 

92 

Z.mays mRNA for glycine-rich protein 



44182 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310205 

uC-zmrob73062dl2al 

BLASTN 

g2239257 

108 

5.0e-54 

176 

90 

Zea mays mRNA for cinnamyl alcohol dehydrogense 
310206 

uC-zmrob73064b09al 

BLASTX 

g4063750 

415 

l.De-40 

131 

60 

(AC005851) putative indole-3-acetate 

beta-glucosyltransferase synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310207 

uC-zmrob73064bllal 

BLASTX 

g3759184 

231 

2.0e-19 

52 

81 

(AB018441) phi-1 [Nicotiana tabacum] 
310208 

uC-zmrob73064d01al 

BLASTX 

g3242708 

352 

1.0e-34 

131 

62 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



310209 

uC-zmrob73064d09al 

BLASTN 

gl68508 

54 

2.0e-21 

106 

89 

Maize oleosin KD18 
310210 

uC-zmrob73064e08al 

BLASTN 

g507844 



(KD18; L2) gene 7 complete cds 



44183 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



87 

3.0e-41 

204 
85 

Zea mays A188 retrotransposon gag gene, complete cds 
310211 

uC-zmrob73064g02al 

BLASTX 

g4249410 

266 

3.0e-23 

122 

47 

(AC006072) unknown protein [Arabidopsis thaliana] 
310212 

uC- zmrob7 3 0 6 6a07bl 

BLASTX 

g3152598 

204 

7.0e-16 

58 
67 

(AC002986) Contains similarity to C2-HC type zinc finger 
protein C.e-MyTl gb_U67079 from C. elegans and to 
hypersensitivity-related gene 201 isolog T28M21.14 from A. 
thaliana BAC gb_AF002109. [Arabidopsis thaliana] 

310213 

uC- zmr ob7 3 0 6 6a0 8bl 

BLASTX 

g3309575 

284 

3.0e-25 

96 

58 

(AF060553) calcium sensor homolog [Arabidopsis thaliana] 
>gi__4538989_emb_CAB39731.1_ (Y18870) CBL4 protein 
[Arabidopsis thaliana] 

310214 

uC-zmrob73066c07bl 

BLASTX 

g3128220 

199 

3.0e-15 

40 

93 

(AC004077) putative urease accessory protein [Arabidopsis 
thaliana] >gi_3337375 (AC004481) putative urease accessory 
protein [Arabidopsis thaliana] 

310215 

uC-zmrob73066cl0bl 

BLASTX 

g3915054 



44184 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192 

8.0e-29 

141 

53 

SUCROSE SYNTHASE 3 (SUCROSE-UDP GLUCOS YLT RANS FERASE 3) 
>gi 1196837 {L03366) sucrose synthase 3 [Oryza sativa] 

>gi~1587663_prf 2207194B sucrose synthase : I SOTYPE=3 [Oryza 

sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310216 

uC-zmrob73066e09bl 

BLASTX 

gl549376 

274 

4.0e-24 

170 
42 

(U62616) putative protein [Synechococcus PCC7 942] 
310217 

uC-zmrob73066f01bl 

BLASTX 

g585960 

153 

8.0e-10 

40 

78 

PROTEIN TRANSPORT PROTEIN SEC61 BETA SUBUNIT 
>gi_433665_eirtb_CAA81412_ (Z26753) Sec61 beta-subunit 
homolog [Arabidopsis thaliana] 

310218 

uC-zmrob73066f08bl 

BLASTX 

gl710521 

265 

6.0e^29 

109 

66 

60S RIBOSOMAL PROTEIN L24 >gi_l 154 8 5 9_emb_CAA6 3 9 6Q__ 
(X94296) L24 ribosoxrtal protein [Hordeum vulgare] 

310219 

uC- zmr ob7 3066h05bl 

BLASTX 

g2961285 

186 

7.0e-14 

95 

43 

(Y16848) cinnamyl alcohol dehydrogenase-like protexn, 
subunit b [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



310220 

uC-zmrob73068a02bl 

BLASTX 

g3242717 



44185 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148 

3.0e-19 

142 
42 

(AC003040) 



putative APG protein [Arabidopsis thaliana] 



310221 

uC-zmrob73068al2bl 

BLASTX 

gl707642 

178 

6.0e-13 

82 
48 

(Y07748) TMK [Oryza sativa] 
310222 

uC-zmrob73068b06bl 

BLASTN 

g4185305 

103 

9.0e-51 

279 
84 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

310223 

uC- zmr ob7 3 0 6 8b0 7bl 

BLASTX 

g3004565 

253 

4.0e-36 

154 
57 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
310224 

uC-zmrob73068c09bl 

BLASTX 

g24 65923 

226 

1.0e-18 

140 

41 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

310225 

uC-zmrob73068gllbl 

BLASTX 

gl491776 

225 

3.0e-21 

82 



44186 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(M37636) 



cationic peroxidase [Arachis hypogaea] 



310226 

uC-zmrob73071c02bl 

BLASTX 

g2088656 

160 

1.0e-10 

156 

29 

(AF002109) DNA-directed RNA polymerase II isolog 
[Arabidopsis thaliana] 

310227 

uC-zmrob73071c05bl 

BLASTX 

gl!76658 

147 

3.0e-09 

134 

33 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 

310228 

uC-zmrob7307 lg03bl 

BLASTX 

g4104060 

352 

3.0e-33 

113 

62 

(AF031231) S222 [Triticum aestivum] 
310229 

uC-zmrob73071gl0bl 

BLASTX 

g2062176 

160 

5.0e-ll 

89 

43 

(AC001645) Myb-related transcription activator (MybStl) 
isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310230 

uC-zmrob73071h06bl 

BLASTX 

gll76658 

153 

2.0e-13 

127 

43 

HYPOTHETICAL 200.6 



KD PROTEIN B0228.2 IN CHROMOSOME II 



>gi 726363 (U23168) No definition line found 



44187 



[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310231 

uC-zmrob73075a06bl 

BLASTX 

g4567303 

266 

2.0e-23 

,68 
74 

(AC005956) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310232 

uC-zmrob73075al0bl 

BLASTX 

g2980641 

290 

4.0e-26 

140 

41 

(Y11250) multi resistance protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310233 

uC-zmrob73075e05bl 

BLASTX 

gl531760 

169 

1.0e-19 

94 

49 

(X97075) proline oxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310234 

uC-zmrob73075e07bl 

BLASTX 

g4249419 

336 

1.0e-31 

92 

64 

(AC006072) hypothetical protein, 3 1 partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310235 

uC-zmrob73075f05bl 

BLASTX 

gll49569 

651 

2.0e-68 

154 

83 

(Z50851) HD-zip [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



310236 

uC-zmrob73075f06bl 

BLASTX 

g2511541 



44188 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



274 

3.0e-34 

90 
87 

(AF020787) DNA-binding protein GBP16 [Oryza sativa] 
310237 

uC-zmrob73075g02bl 

BLASTN 

g3342803 

126 

2.0e-64 

251 

87 

Zea mays strain B73 putative 6-phosphogluconate 
dehydrogenase mRNA, nuclear gene encoding putative plastid 
protein, partial cds 

310238 

uC-zmrob73075g07bl 

BLASTX 

g549063 

161 

3.0e-14 

73 
60 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi__1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

310239 

uC- zmr ob7 3 0 7 5 gl lb 1 

BLASTX 

g3096919 

488 

3.0e-49 

126 

79 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

310240 

uC-zmrob73075h01bl 

BLASTN 

g902585 

242 

1.0e-133 
277 
97 

Zea mays clone MubG9 ubiquitin gene, 
310241 

uC-zmrob73075h04bl 
BLASTX 
g2827536 
162 



complete cds 



44189 



E value 


c Ho— 1 1 


Mat.cn length 


/ / 


% identity 




i\il*dx Ucscnption 


( Hi n0"\ Vi^mni-hpl"! psl nrnfpin r Ar*^lrj"i Hnn«; "i s thaliana 


Seq. No. 


oluz4z 


beq. iu 


Ut ZmiOD/ jU /OallDl 


Method 


BLASTX 


NCBI GI 


g3335366 


BLAST score 


161 


E value 


a n« i i 


Match length 


OO 


% identity 




LNUtsj. yescription 


I ~L.n(\T\'WiO^K\ tin VnnTArn nrnt* p-i n r Ays hi Hnr^^ i "=i "hhfl 1 "i 1 


Seq. No. 


01 no a *3 


beq. ID 


uu~zmroD / ju / dduodi 


Metnod 








BLAST score 


214 


E value 


3.0e-17 


Match length 


106 


% identity 


43 


NCBI Description 


(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310244 

uC-zmrob73076b09bl 

BLASTX 

gl946265 

380 

1.0e-36 

112 

66 

(Y11414) myb [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310245 

uC-zmrob73076bllbl 

BLASTX 

g3928543 

347 

1.0e-32 

151 
43 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310246 

uC-zmrob73076c04bl 

BLASTX 

g4115379 

238 

6.0e-20 

80 

60 

(AC005967) 
thaliana] 



putative carbonyl reductase [Arabidopsis 



44190 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310247 

uC- zmr ob7 3 0 7 6e 1 2b 1 

BLASTX 

gll70937 

322 

2.0e-35 

82 
95 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



310248 

uC-zmrob73076f!2bl 

BLASTX 

g4191775 . 

220 

7.0e-18 

132 
52 

(AC005917) putative acyl-CoA cholesterol acyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310249 

uC- zmr ob 73076g09bl 

BLASTX 

g4371296 

149 

2.0e-09 

81 

42 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310250 

uC- zmr ob7 3 0 7 6h0 8b 1 

BLASTX 

gll8104 

461 

3.0e-68 

143 

90 

PEPT IDYL- PROLYL CIS-TRANS I SOME RASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



310251 

uC- zmr ob7 3 0 7 6h0 9b 1 

BLASTX 

g3080389 

267 

2.0e-23 

56 

88 



44191 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 

310252 

uC-zmrob73077a01bl 

BLASTX 

gll71579 

234 

2.0e-19 

71 
61 

(X95342) cytochrome P450 [Nicotiana tabacum] 
310253 

uC-zmrob73077a04bl 

BLASTX 

gl00490 

651 

2.0e-68 

140 

27 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

310254 

uC-zmrob73077b07bl 

BLASTX 

g4262162 

338 

1.0e-31 

129 

48 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310255 

uC-zmrob73077c01bl 

BLASTX 

g282994 

550 

2.0e-56 

142 

78 

Sipl protein - barley >gi_ 
protein [Hordeum vulgare] 



167100 (M77475) seed imbibition 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310256 

uC-zmrob73077d04bl 

BLASTX 

g4006829 

605 

6.0e-63 

154 

75 

(AC005970) putative protein kinase [Arabidopsis thaliana] 



44192 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



310257 

uC-zmrob73077d07bl 

BLASTN 

g312180 

40 

5.0e-13 

56 

93 



NCBI Description Z.mays GapC4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



310258 

uC-zmrob73077e05bl 

BLASTX 

g3056595 

190 

6.0e-15 

141 
38 

(AC004255) T1F9.16 [Arabidopsis thaliana] 
310259 

uC-zmrob73077g01bl 

BLASTX 

gll71579 

471 

2.0e-47 

126 

69 

(X95342) cytochrome P450 [Nicotiana tabacum] 
310260 

uC-zmrob73078a02bl 

BLASTX 

g4490301 

156 

2.0e-10 

64 
44 

(AL035678) hypothetical protein [Arabidopsis thaliana] 
310261 

uC-zmrob73078a08bl 

BLASTX 

g282881 

453 

5.0e-45 

154 

56 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

310262 

uC- zmr ob7 3078a09bl 

BLASTX 

g2739008 

181 



44193 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method , 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



2.0e-13 

72 
43 

(AF022463) 



CYP78A3p [Glycine max] 



310263 

uC-zmrob73078al0bl 

BLASTX 

g2505874 

475 

1.0e-47 

121 

76 

(Y12776) putative kinase [Arabidopsis thaliana] 
310264 

uC-zmrob73078cl0bl 

BLASTX 

g4539386 

345 

2.0e-32 

109 

59 

(AL035526) extensin-like protein [Arabidopsis thaliana] 
310265 

uC-zmrob73078d07bl 

BLASTN 

g2239259 

105 

5.0e-52 

269 

85 

Zea mays mRNA for cinnamoyl CoA reductase 



310266 

uC-zmrob73078gl0bl 

BLASTX 

g2920654 

249 

6.0e-22 

111 

58 

(AF047697) putative high-pl laccase 



[Oryza sativa] 



310267 

uC-zmrob73078h03bl 

BLASTX 

g4510345 

150 

1.0e-09 

57 

47 

(AC006921) unknown protein [Arabidopsis thaliana] 
310268 

uC-zmrob73078hl0bl 



44194 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g625973 

212 

5.0e-17 

114 
46 

disease resistance protein RPS2 - Arabidopsis thaliana 
>gi_548086 (U14158) RPS2 [Arabidopsis thaliana] >gi_549979 
(U12860) RPS2 [Arabidopsis thaliana] 

>gi_4538938_emb_CAB39674.1_ (AL049483) disease resistance 
protein RPS2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



310269 

uC- zmr ob 73078hllbl 

BLASTX 

g3811007 

193 

1.0e-14 

83 
52 

(AB019327) NADP specific isocitrate dehydrogenase [Daucus 
carota] 

310270 

uC-zmrob73079b04bl 

BLASTX J. 

g3522937 

204 

5.0e-16 

77 
49 

(AC004411) unknown protein [Arabidopsis thaliana] 
310271 

uC-zmrob73079c04bl 

BLASTX 

g2598575 

375 

5.0e-36 

136 

56 

(Y15293) MtN21 [Medicago truncatula] 



310272 

uC-zmrob7307 9f04bl 

BLASTX 

g3355308 

292 

3.0e-26 

150 

45 

(AJ009695) wall-associated kinase 



4 [Arabidopsis thaliana] 



310273 

uC-zmrob7307 9f07bl 

BLASTX 

g585661 



44195 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score" " 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



525 

1.0e-53 

132 
74 

PEROXIDASE PRECURSOR >gi_287401_dbj_BAA03644_ 
peroxidase [Oryza sativa] 



(D14997) 



310274 

uC- zmr ob7 3079h02bl 

BLASTX 

gl206013 

442 

6.0e-44 

131 

68 

(U44087) beta-D-glucosidase precursor [Zea mays] 
310275 

uC-zmrob73080a04bl 

BLASTX 

gl35398 

497 

2.0e-50 

98 

94 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 

310276 

uC- zmr ob7 3080a06bl 

BLASTX 

g3643596 

252 

8.0e-22 

95 

53 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
310277 

uC-zmrob73080e01bl 

BLASTX 

g2252844 

159 

3.0e-23 

82 

71 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 

310278 

uC- zmr ob7 3080f01bl 

BLASTX 

g3746060 

324 

5.0e-30 
70 



44196 



% identity 7 9 . 

NCBI Description (AC005311) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310279 

uC- zmr ob7 3080f02bl 

BLASTX 

g3687250 

150 

1.0e-09 

119 

38 

(AC005169) putative arginine n-methyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310280 

uC- zmrob7 3 0 8 OgO 4bl 

BLASTX 

g2935342 

164 

2.0e-ll 

49 
57 

(AF044216) steroid 22-alpha-hydroxylase; 
[Arabidopsis thaliana] 



DWF4; CYP90B1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310281 

uC-zmrob73080g08bl 

BLASTX 

g4587525 

177 

1.0e-12 

80 

42 

(AC007060) Contains the PFJD0650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 



310282 

uC-zmrob73080h06bl 

BLASTX 

g2213615 

287 

1.0e-25 

138 

46 

(AC000103) F21J9.9 [Arabidopsis thaliana] 
310283 

uC-zmrob73080hl0bl 

BLASTX 

g4415934 

323 

7.0e-30 

130 

51 

(AC006418) putative auxin response factor 1 



[Arabidopsis 



44197 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310284 

uC-zmromol7006h04al 

BLASTX 

g3096935 

209 

1.0e-16 

72 

61 

(AL023094) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310285 

uC-zmromol7007a01al 

BLASTN 

g433037 

87 

2.0e-41 

246 

88 

Zea mays W-22 clone cDNA4 retroelement PREM-l-containing 
mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310286 

uC-zmromol7007a04al 

BLASTX 

g4098250 

166 

9.0e-12 

40 

72 

(U76611) similar to Solanum tuberosum ci21A gene product 
encoded by the sequence presented in GenBank Accession 
Number U76610 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310287 

uC-zmromol7007b01al 

BLASTX 

gl498053 

248 

4.0e-21 

48 

100 

(U64436) ribosomal protein S8 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



310288 

uC-zmromo!7007f02al 

BLASTN 

g475252 

81 

4.0e-38 

125 
91 

Z.mays MPI gene 
310289 

uC-zmromol7008al0al 



44198 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g435542 

126 

1.0e-64 

134 

99 

Z.mays mRNA for calmodulin 
310290 

uC-zmromol7008c09al 

BLASTN 

gl491773 

37 

1.0e-ll 

61 
90 

Z.mays mRNA for cysteine proteinase, 



Seel 



310291 

uC- zmr omo 17009a01al 

BLASTX 

g4263775 

144 

3.0e-09 

36 

72 

(AC006068) hypothetical protein [Arabidopsis thaliana] 
310292 

uC-zmromol7009a07al 

BLASTX 

g3822225 

288 

8.0e-26 

106 

50 

(AF079183) RING-H2 finger protein RHGla [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310293 

uC-zmromol7009a09al 
BLASTN ^ 
g3342801 
59 

1.0e-24 

174 

84 

Zea mays strain W64A x A182E putative cytosolic 
6-phosphogluconate dehydrogenase (pdh2) mRNA, complete cds 

310294 

uC- zmromol7 0 0 9c0 6al 

BLASTN 

gl848280 

38 

4.0e-12 

- 74 



44199 



% identity 88 

NCBI Description Sorghum bicolor membrane .intrinsic protein (Mipl) mRNA, 
partial cds 



Seq. No. 


310295 


beq. ID 


nr*_ ttti v/-vm/-\i innQc»n7a 1 


Method 


nT 7\o TV 


NCBI GI 


giy4oouy 


dJj/ioi score 




E value 


o a ~ on 

o . ue — 


Match length 


1 OT 
±£ / 


% identity 


4 9 


NCBI Description 


(AidUU Jiu/ / zoo proizeasome suduiiiu pfift.w) Lnuiuu sa^xciiD, 


Seq, No. 


310296 


Seq. ID 


ut- zmromoi / u luaiiai 


Method 


0 t 7\ C T* Y 


NCBI GI 


glu 7 6579 


BLAST score 


1 Q*7 


E value 


5 . ue-14 


Match length 


53 


% identity 


oU 


NCBI Description 


alcohol dehydrogenase homo log ADH3a — tomato 


Seq. No. 


310297 


Seq. ID 


uC- zmromoi /uiugU4ai 


Method 


BLASTX 


NCBI GI 


g3335366 


BLAST score 


loU 


E value 


7 . Oe-11 


Match length 


48 


% identity 


by 


NCBI Description 


(ACUUouzo) unKnown protein L^raDiaopsis laaiiaiidj 


Seq. No. 


310298 


Seq. ID 


uC- zmromoi /UllaUoai 


Method 


BLASTX 


NCBI GI 


g44553oo 


BLAST score 


1 rA 

158 


E value 


"I A — 1 A 

1 . 0e-10 


Match length 


40 


% identity 


•"7 A 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


310299 


Seq. ID 


uC-zmromol7011bl2al 


Method 


BLASTX 


NCBI GI 


g262391 


BLAST score 


421 


E value 


1.0e-41 


Match length 


91 


% identity 


85 


NCBI Description 


Rig homolog [human, brain, Peptide Partial, 135 aa] 


Seq. No. 


310300 


Seq. ID 


uC-zmromol7011c08al 


Method 


BLASTN 



44200 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g433044 
112 

3.0e-56 

179 

91 

Zea mays 
sequence 



W-22 clone PREM-1D retroelement PREM-1, partial 



310301 

uC-zmromol7011d03al 

BLASTX 

gl32935 

294 

1.0e-26 

98 

56 

60S RIBOSOMAL PROTEIN L37A (YL37) (RP47) 

>gi_101568__pir S18431 ribosomal protein L35a.e.cl6 - yeast 

(Saccharomyces cerevisiae) >gi_4392_emb_CAA41035__ (X57969) 
ribosomal protein L37a [Saccharomyces cerevisiae] 
>gi_1244773 (U43703) Lpi4p [Saccharomyces cerevisiae] 
>gi__1370305_emb_CAA97847_ (Z73499) ORF YPL143w 
[Saccharomyces cerevisiae] 

310302 

uC-zmromol7017h06al 

BLASTX 

g2213632 

348 

3.0e-33 

95 

66 

(AC000103) F21J9.24 [Arabidopsis thaliana] 
310303 

uC-zmromol7023b06al 

BLASTN 

g433038 

72 

2.0e-32 

205 

83 

Zea mays W-22 clone cDNA7 retroelement PREM-l-containing 
mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310304 

uC-zmromol7023f08al 

BLASTN 

g4416300 

67 

3.0e-29 

146 

44 

Zea mays chromosome 



4 22 kDa zein-associated intercluster 



region, complete sequence 



Seq. No. 



310305 



44201 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmromol7025c02al 

BLASTX 

g3386596 

180 

1.0e-13 

51 
67 

(AC004665) unknown protein [Arabidopsis thaliana] 
>gi_3702346 (AC005397) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310306 

uC~zmromol7026d05al 

BLASTN 

g4514634 

129 

2.0e-66 

157 

96 

Zea mays ZmRCPl mRNA for root cap protein 1, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310307 

uC-zmromo!7027c04al 

BLASTX 

g549063 

148 

1.0e-09 

38 
74 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

310308 

uC-zmromol7027h01al 

BLASTN 

g639494 

56 

8.0e-23 

120 
45 

Zea mays Mu3 transposon in alcohol dehydrogenase (adhl) 
gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



310309 

uC-zmromol7028c07al 

BLASTN 

g22292 

62 

9.0e-27 

102 

90 

Z.mays mRNA for glycine-rich protein 
310310 

uC-zmromol7028f04al 



44202 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2997588 

67 

1.0e-29 

135 

87 

Zea mays glucose-6-phosphate/phosphate-translocator 
precursor (gpt) mRNA, nuclear gene encoding plastid 
protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310311 

uC- zmromo 1702 9d0 lal 

BLASTX 

g4506621 

324 

3.0e-30 

87 

75 

ribosomal protein L26 >gi_400990_sp_Q02877_RL26_HUMAN 60S 

RIBOSOMAL PROTEIN L26 >gi_423068_pir S33713 ribosomal 

protein L26 - human >gi_1071990_pir S48864 gene L26 

protein - mouse >gi_36115_emb_CAA49189_ (X69392) ribosomal 
protein L26 [Homo sapiens] >gi_565624_emb_CAA56716_ 
(X80699) L26 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310312 

uC-zmromol7029e02al 

BLASTN 

gl574937 

35 

3-0e-10 

72 
88 

Zea mays superoxide dismutase 4 



(sod4) gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310313 

uC-zmromol7029e06al 

BLASTN 

gl845196 

71 

8.0e-32 

234 

89 

Z.mays mRNA for HMGc2 protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310314 

uC-zmromol7 029e07al 

BLASTN 

g3318612 

45 

2.0e-16 

122 
83 

Zea mays mRNA for mitochondrial phosphate transporter, 
complete cds 



Seq. No. 



310315 



44203 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmromol7030hl0al 

BLASTX 

g3776573 

185 

5.0e-14 

51 

61 

(AC005388) Similar to nodulins and lipase homolog F14J9.5 
gi_3482914 from Arabidopsis thaliana BAC gb__AC003970 . 
Alternate first exon from 72258 to 72509. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310316 

uC-zmromol7031e03al 

BLASTX 

g3868758 

260 

2.0e-22 

53 

92 

(D89802) elongation factor IB 



310317 

uC-zmromol7055h05al 

BLAST N 

gl68508 

50 

2.0e-19 

74 

93 

Maize oleosin KD18 (KD18; 



gamma [Oryza sativa] 



L2) gene, complete cds 



310318 

uC-zmromol7067cl2al 

BLASTN 

g998429 

110 

3.0e-55 

211 

96 

GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



310319 

uC-zmromol7067h09al 

BLASTN 

g2668739 

129 

1.0e-66 

148 

97 

Zea mays translation initiation factor GOS2 (TIF) mRNA, 
complete cds 

310320 

uC-zmromol7068a01al 
BLASTX 



44204 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3334441 
182 

2.0e-13 

90 

42 

HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 IN CHROMOSOME II 
>gi_2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310321 

uC- zmr omol 7 0 68 c 0 7 a 1 

BLASTX 

g2194117 

168 

9.0e-12 
76 

39 '\ 

(AC002062) Strong similarity to Arabidopsis receptor 
protein kinase PR5K (gb_ATU48698 ) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310322 

uC- zmr omol 7 0 6 8 dO 7 al 

BLASTX 

g464621 

160 

4.0e-ll 

57 

61 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310323 

uC-zmromol7068h05al 

BLASTN 

g596079 

70 

3.0e-31 

160 

87 

Zea mays thiamine biosynthetic enzyme (thil-2) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310324 

uC-zmromol7071b02al 

BLASTX 

g2914700 

146 

3.0e-09 

39 

67 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



310325 

uC-zmromol7071d02al 



44205 





Method 


TIT 7\ o mv 

BLASTX 




NCBI GI 


g480450 




BLAST score 


201 




E value 


9.0e-16 




Match length 


42 




% identity 


y 5 




NCBI Description 


K6tO! dClu reQUCX.01SOnicrabc \E*\s l.l.i.oo] ^.i.ciJj-LU.^^-'o . 




tnaliana >gi 4Ui30^ eiriD Uriri^youD \ao:?oouj js.^lui c£.c^j_u 






reductoisoitierase L^r3.DXu.opsxs tnaj.iaiia.j 




Seq. No. 


310326 




Seq. ID 


u^ ziuroiuoi / u / ^auoai 




Method 






NCBI GI 


g4o izooi 




BLAST score 


234 




E value 


1.0e-19 




Match length 


Q O 




% identity 


yi c 

4o 


™' 


NCBI Description 


(ACUU/U4o) putarive tyrosine transaminase LHiajjiaupbi 


iff 




thaliana] 


y 5 
CO 


Seq, No. 


**) 1 AT AH 

310327 


JC 


Seq. ID 


uc-zmroitioi /ucsocuoai 




Method 


BLASTN 


-ri 


NCBI GI 


g236729 




BLAST score 


103 




E value 


7 . Oe-ol 




Match length 


143 




% identity 


93 




NCBI Description 


metallotnionem nomoiogue i^ea mays, ijrenomic/mruNrt., xo 




Seq. No. 


*3 1 A "T> A O 

310328 




Seq. ID 


uu-zmromo± / uoocuoai 




Method 


BLASTX 




NCBI GI 


g445612 




BLAST score 


184 




E value 


1 A« 1 "3 

1 . ue-13 




Match length 


39 




% identity 


92 




NCBI Description 


ribosomal protein S19 [Solanum tuberosuin] 




Seq. No. 


310329 




Seq. ID 


uc-zmromoi /Uooeu /ai 




Method 


BLASTN 






y^i lOOOUO 




BLAST score 


84 




E value 


1.0e-39 




Match length 


253 




% identity 


84 




NCBI Description 


Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 



1859 nt] 



(sz22-21) gene, complete cds; retrotransposon 0pie~2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 
Seq. ID 
Method 



310330 

uC-zmromol7089fl0al 
BLASTN 



44206 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method * 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g4160401 
45 

3.0e-16 

124 

85 

Zea mays eIF-5 gene, exons 1-2 
310331 

uC-zmromol7089g02al 

BLASTX 

g4234852 

378 

2.0e-39 

91 

96 

(AF082133) gag-pol polyprotein [Zea mays] 



310332 

uC-zmromol7089g09al 

BLASTN 

gl800218 

92 

2.0e-44 

112 

96 

Sorghum bicolor phytochrome C 



(PHYC) mRNA, complete cds 



310333 

uC-zmromol7091a09al 

BLASTX 

g626042 

301 

2.0e-27 

77 

66 

beta-glucosidase, root meristem (EC 3.2.1.-) precursor - 
maize >gi_435313__emb_CAA52293_ (X74217) beta-glucosidase 
[Zea mays] 

310334 

uC-zmromol7091b03al 

BLASTN 

g22292 

173 

1.0e-92 

262 

92 

Z.mays mRNA for glycine-rich protein 
310335 

uC-zmromol7096b02al 

BLASTX 

g!086989 

215 

2.0e-17 

120 

39 



44207 



NCBI Description 



(S79323) plasma membrane H( + )-ATPase [Vicia faba, Otafuku, 
abaxial epidermis, guard cell protoplasts, Peptide, 963 aa] 
[Vicia faba] 



Seq. No. 


310336 


oeq. 1JJ 


uu- zmromoi /uyouUiai 




DT 71 CqiM 

olifio 1 IN 




g4 ± O±4o 






E value 


o . ue — ^ o 


Match length 




t5 J_U.tiIlL.XUy 


P 9 




-iitJa. Illdyo JJcLcl / tUJJU.liri ^ 


Seq. No. 


310337 


Seq. ID 


uC-zmromol7096d03al 




DT AQTM 




-,0 CI 1 O^CL 


tfiLfioi score 


j4 


E value 


i . ue-uy 


Match length 


/ U 


% identity 


87 


nl-di Description 


Zea mays starch branching 




cds 


Seq. No. 


310338 


Seq. ID 


uC-zmromol7098dl0al 


Metnou 


riT "TV ftmXT 

BLASTN 


NCBI GI 


g2529386 


BLAST score 


71 


E value 


6 . 0e-32 


Match length 


127 


% identity 


89 


jNuoi Description 


Zea mays triosephosphate . 




complete cds 


Seq. No. 


310339 


oeq. id 


uu- zmr omol 7 1 u Odu 5 al 


Method 


BLASTN 


NCBI GI 


g397395 


Dixftbi score 


DO 


E value 


3 . 0e-21 


Match length 


133 


% identity 




_Mv-/-_5i Description 


■7 -r» ~> t r ri ftAWDll-i ~ O "NT TV 4T _ „ r\VT7V 

Zi.mays kunoid mKNA ror dna- 


Seq. No. 


310340 


Seq. ID 


uC-zmromol7102b07al 


Method 


BLASTN 


NCBI GI 


g886820 


BLAST score 


75 


E value 


3.0e-34 


Match length 


189 


% identity 


83 



isomerase 1 gene, exon 2-9 and 



NCBI Description 



Zea mays calcium-dependent protein kinase (MZECDPK2) mRNA, 
complete cds 



44208 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310341 

uC-zmromol7104f03al 

BLASTN 

gl657766 

36 

3.0e-ll 

84 

43 

Zea mays retrotransposon Opie-2 5' LTR, primer binding 
site, gag gene, pol gene, complete cds, polypurine tract 
and 3' LTR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST , score 

E value 

Match length 

% identity 

NCBI Description 



310342 

uC-zmromol7104g01al 

BLASTN 

g3511235 

46 

1.0e-16 

50 

98 

Zea mays 
cds 



starch branching enzyme lib (ae) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310343 

uC-zmromol7112g08al 

BLASTX 

g4416302 

402 

3.0e-39 

107 

73 

(AF105716) copia-type pol polyprotein [Zea mays] 



310344 

uC-zmromo!7113g03al 

BLASTN 

g899607 

143 

8.0e-75 

207 

92 

Zea mays polyubiquitin (MubC5) mRNA, 



complete cds 



310345 

uC-zmromol7114al0al 

BLASTX 

gl33902 

292 

2.0e-26 

64 

81 

40S RIBOSOM&L PROTEIN S27 >gi_71056_pir R3RT27 ribosomal 

protein S21- rat >gi_57741_emb_CAA42019_ (X59375) 
ribosomal protein S27 [Rattus rattus] 

>gi_4454712_gb_AAD20974_ (AF070668) 40S ribosomal protein 
S27 isoform [Homo sapiens] 



44209 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310346 

uC-zmromol7119g02al 

BLASTX 

gl076390 

222 

3.0e-18 

50 
84 

protein phosphatase 2A pDF2 - Arabidopsis thaliana 
>gi_683504_emb_CAA57529_ (X82003) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310347 

uC-zmroteosinte001c07bl 

BLASTX 

g4204265 

270 r 

1.0e-23- 

71 

73 

(AC005223) 45643 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310348 

uC-zmroteosinte001e05bl 

BLASTX 

gl352613 

288 

8.0e-26 

72 

78 

OCS- ELEMENT BINDING FACTOR 1 (OCSBF-1) 
>gi_444047_emb_CAA44607_ (X62745) ocs-binding factor 1 
mays] 



[Zea 



Seq. No. 


310349 


Seq. ID 


uC-zmroteosinteOOlfOlbl 


Method 


BLASTX 


NCBI GI 


g2408051 


BLAST score 


344 


E value 


2.0e-32 


Match length 


157 


% identity 


40 


NCBI Description 


(Z99164) hypothetical protein [; 


Seq. No. 


310350 


Seq. ID 


uC-zmroteosinte001f07bl 


Method 


BLASTX 


NCBI GI 


g4505417 


BLAST score 


242 


E value 


2.0e-20 


Match length 


121 


% identity 


44 


NCBI Description 


NAD ( P ) H menadione oxidoreductas< 



[Schizosaccharomyces pombe] 



>gi_107157_pir A32667 NAD ( P ) H dehydrogenase (quinone) (EC 

1.6.99.2) 2 - human >gi_190818 (J02888) quinone 
oxidoreductase [Homo sapiens] >gi_516534 (U07736) quinone 
oxidoreductase2 [Homo sapiens] 



44210 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310351 

uC-zmroteosinte001fl2bl 

BLASTX 

g2623295 

215 

3.0e-17 

92 

47 

(AC002409) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
_ Match length 
% identity 
NCBI Description 



310352 

uC-zmroteosinte002b07bl 

BLASTX 

g2342690 

413 

2.0e-40 

151 

54 

(AC000106) Similar to Homo copine I (gb_U83246) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310353 

uC-zmroteosinte002c01bl 

BLASTX 

g 4544440 

261 

4.0e-26 

102 

59 

(AC006592) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310354 

uC-zmroteosinte002g07bl 

BLASTN 

g3057121 

52 

3.0e-20 

60 

97 

Zea mays starch synthase DULL1 



(dulll) gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310355 

uC-zmroteosinte003a09bl 

BLASTN 

g22378 

37 

3.0e-ll 

124 

84 

Z.mays gene for nucleic acid binding protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



310356 

uC-zmroteosinte003c02bl 

BLASTX 

gl019946 

387 



44211 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-37 

95 

76 

(U37060) ascorbate peroxidase [Gossypium hirsutum] 
310357 

uC-zmroteosinte003d01bl 

BLASTX 

gl750404 

160 

9.0e-ll 

53 
57 

(U80953) Similar to 40S ribosomal protein S29; coded for by 
C. elegans cDNA cml0c2; coded for by C. elegans cDNA 
yk61d8.5; coded for by C. elegans cDNA ykl07e8.5; coded for 
by C. elegans cDNA CEESF55F; coded for by C. elegans cDNA 
ykl07e8.3; 

310358 

uC-zmroteosinte003d04bl 

BLASTN 

g454880 

58 

1.0e-23 

126 
94 

Rice mRNA for WSI724 protein induced by water stress, 
complete cds 

310359 

uC-zmroteosinte003e08bl 

BLASTN 

g4321977 

98 

1.0e-47 

226 

86 

Zea mays beta-amylase (Amy2) 



gene, complete cds 



310360 

uC-zmroteosinte003g02bl 

BLASTX 

g4510346 

251 

1.0e-21 

77 

61 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
310361 

uC-zmroteosinte003hl2bl 

BLASTX 

g3925233 

599 

1.0e-82 
160 



44212 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

(AF037034) putative peroxidase P7X [Zea mays] 
310362 

uC-zmroteosinte004a06bl 

BLASTX 

g4490310 

156 

1.0e-10 

42 

71 

(AL035678) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 

310363 

uC-zmroteosinte004al0bl 

BLASTX 

g4519936 

182 

6.0e-14 

69 
49 

(AB019186) RPR1 [Oryza sativa] 
310364 

uC-zmroteosinte004cl0bl 

BLASTX 

gl546696 

168 

7.0e-12 

52 
63 

(X98807) peroxidase ATP21a [Arabidopsis thaliana] 
310365 

uC-zmroteosinte004d02bl 

BLASTX 

g2130151 

426 

2.0e-51 

103 
98 

hypothetical protein 139 - maize chloroplast 
>gi_902269_emb_CAA60334_ (X86563) ORF139 [Zea mays] 
>gi_902302_emb_CAA60366_ (X86563) ORF139 [Zea mays] 

310366 

uC-zmroteosinte004f09bl 

BLASTX 

g3687230 

262 

1.0e-22 

128 

55 

(AC005169) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



310367 



44213 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosinte005cllbl 

BLASTX 

g416615 

721 

1.0e-76 

153 
91 

ALKALINE PROTEINASE PRECURSOR (ALP) >gi_419912_pir S32905 

serine proteinase (EC 3,4.21.-) prbl precursor - fungus 
(Trichoderma harzianum) >gi_170539 (M87516) alkaline 
proteinase [Trichoderma harzianum] >gi_170545 (M87518) 
alkaline proteinase [Trichoderma harzianum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310368 

uC-zmroteosinte005dl2bl 

BLASTX 

g2505876 

235 

1.0e-19 

69 
68 

(Y12776) MYB-related protein 



[Arabidopsis thaliana] 



310369 

uC-zmroteosinte005e07bl 

BLASTX 

g3641870 

223 

2.0e-18 

106 

43 

(AJ011013) hypothetical protein 



[Cicer arietinum] 



310370 

uC-zmroteosinte006a08bl 

BLASTX 

g485518 

255 

1.0e-22 

67 

79 

ubiquitin / ribosomal protein CEP52 - rice 
>gi_303857_dbj_BAA02154_ (D12629) ubiquitin/ribosomal 
polyprotein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310371 

uC-zmroteosinte006al2bl 

BLASTX 

g2832629 

179 

5.0e-13 

70 

51 

(AL021711) 
thaliana] 



4-coumarate-CoA ligase - like [Arabidopsis 



Seq. No. 



310372 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosinte006b04bl 

BLASTX 

g4056432 

380 

2.0e-36 

170 

49 

(AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310373 

uC-zmroteosinte006e01bl 

BLASTX 

g767869 

524 

5.0e-55 

159 

81 

(U20140) elongation factor 1-alpha [Trichoplusia ni] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310374 

uC-zmroteosinte006e02bl 

BLASTX 

g2117501 

361 

3.0e-34 

137 

48 

xanthine dehydrogenase (EC 1. 
(Drosophila melanogaster) 



1.1.204) - fruit fly 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310375 

uC-zmroteosinte006h02bl 

BLASTX 

gl346113 

182 

2.0e-13 

81 

77 

GTP CYCLOHYDROLASE II >gi_1084339_pir JC4209 GTP 

cyclohydrolase II (EC 3.5.4.25) - Arabidopsis thaliana 
>gi_940383_dbj_BAA08113_ (D45165) GTP cyclohydrolase II 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310376 

uC-zmroteosinte006h04bl 

BLASTX 

gl877193 

354 

2.0e-33 

113 

57 

(Y10911) NADH-ubiquinone oxidoreductase 42 kDa subunit 
[Drosophila melanogaster] 



44215 



Seq. No. 
-Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. *~ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310377 

uC-zmroteosinte007a01bl 

BLASTX 

g2754812 

253 

1.0e-21 

135 

41 

(AF010309) Pig3 [Homo sapiens] 
310378 

uC-zmroteosinte007d02bl 

BLASTX 

g3063467 

185 

9.0e-14 

80 
51 

(AC003981) F22013.29 [Arabidopsis thaliana] 
310379 

uC-zmroteosinte007el2bl 

BLASTX 

gl711535 

201 

1.0e-15 

90 

49 

SUCCINATE SEMIALDEHYDE DEHYDROGENASE (NAD ( + ) -DEPENDENT 
SUCCINIC SEMIALDEHYDE DEHYDROGENASE) 

>gi_2 14398 6_pir 1 61704 succina t e- s emial dehyde 

dehydrogenase (EC 1.2.1.24) - rat (fragment) >gi_556395 
(L34821) succinate semialdehyde dehydrogenase [Rattus 
norvegicus] 

310380 

uC-zmroteosinte007f Olbl 

BLASTX 

g2618684 

385 

3.0e-37 

140 

58 

(AC002510) putative 

UDP-N-acetyl glucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] >gi_3241947 (AC004625) putative 
UDP-N-acetyl glucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



310381 

uC-zmroteosinte007h05bl 

BLASTX 

g3157946 

244 

1.0e-20 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



156 
38 

(AC002131) Similar to salt-inducible membrane protein 
gb_U08285 from Nicotiana tabacum. EST gb_F14010 comes from 
this gene. [Arabidopsis thaliana] 

310382 

uC-zmroteosinte008allbl 

BLASTX 

g3080427 

577 

1.0e-59 

158 
72 

(AL022604) putative protein [Arabidopsis thaliana] 
310383 

uC-zmroteosinte008d07bl 

BLASTX 

g!709000 

452 

6.0e-45 

90 

93 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 

310384 

uC- zmr ot eos inte 0 0 8 f 0 lb 1 

BLASTX 

g4105101 

186 

9.0e-14 

96 

46 

(AF043086) dehydrin 11 [Hordeum vulgare] 
310385 

uC-zmroteosinte008fl0bl 

BLASTX 

g2980780 

533 

2.0e-54 

154 

62 

(AL022198) putative protein [Arabidopsis thaliana] 
310386 

uC-zmroteosinte009bl0bl 

BLASTX 

gl29881 

347 

1.0e-32 

139 

61 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
( PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE ) 
(PPI-PFK) >gi_482294_pir A36094 

pyrophosphate — fructose- 6-phosphate 1-phosphotransf erase 
(EC 2.7.1.90) alpha chain - potato (cv. Kennebec) 
>gi_169538 (M55190) pyrophosphate- f ructose 6-phosphate 
1-phosphotransf erase alpha-subunit [Solanum tuberosum] 

310387 

uC-zmroteosinte009d02bl 

BLASTX 

g3292831 

625 

3.0e-65 

164 

68 

(AL031018) putative serine/threonine kinase [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310388 

uC-zmroteosinte009d!0bl 

BLASTX 

g2731377 

282 

5.0e-25 

142 

44 

(U28739) similar to alcohol dehydrogenase/ribitol 
dehydrogenase [Caenorhabditis elegans] 

310389 

uC-zmroteosinte009h03bl 

BLASTX 

g2668742 

332 

3.0e-31 

73 

89 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
310390 

uC-zmroteosinte010b08bl 

BLASTN 

g22260 

295 

1.0e-165 

367 
95 

Maize DNA for DslOl controlling element (Dsl-related) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



310391 

uC-zmroteosinteOlOf 03bl 

BLASTX 

g!170434 

782 

1.0e-83 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173 
88 

HOMEOBOX PROTEIN HOX1A >gi_283057__pir S25237 homeotic 

protein Hoxla - maize >gi_22331_emb_CAA47859_ (X67561) 
Zmhoxla homeobox protein [Zea mays] 

310392 

uC-zmroteosinte011c06bl 

BLASTX 

g3228517 

179 

5.0e-13 

67 

55 

(AF007788) ETTIN [Arabidopsis thaliana] 



310393 

uC-zmroteosinte011d07bl 

BLASTX 

g509810 

554 

7.0e-57 

174 

61 

(L08468) envelope Ca2+-ATPase 



[Arabidopsis thaliana] 



310394 

uC-zmroteosinteOlleOlbl 

BLASTN 

g532622 

106 

9.0e-53 

210 

88 

Zea mays lipase (LIP) mRNA, complete cds 
310395 

uC-zmroteosinte011f09bl 

BLASTX 

g3319372 

160 

1.0e-10 

102 
34 

(AF077409) similar to reverse transcriptases (PFam: 
rvt.hmm, score: 60.13) [Arabidopsis thaliana] 



310396 

uC-zmroteosinte011h07bl 

BLASTX 

gll8498 

530 

3.0e-54 

124 

82 

ALDEHYDE DEHYDROGENASE 
aldehyde dehydrogenase 



(ALDDH) >gi_83694_pir A29055 

(NAD+) (EC 1.2.1.3} - Emericella 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



nidulans >gi_168011 (M16197) aldehyde dehydrogenase 

[Emericella nidulans] >gi_225561_prf 1306289A 

dehydrogenase, aldehyde [Emericella nidulans] 

310397 

uC-zmroteosinte012allbl 

BLASTX 

g3386615 

280 

6.0e-25 

105 

56 

(AC004665) putative phosphomannomutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310398 

uC-zmroteosinte012dllbl 

BLASTX 

g2653285 

402 

4.0e-54 

138 

78 

(AJ003025) enoyl-ACP reductase [Oryza sativa] 
310399 

uC-zmroteosinte012e02bl 

BLASTX 

g2078350 

151 

2.0e~10 

37 

84 

(U95923) transaldolase [Solanum tuberosum] 
310400 

uC-zmroteosinte012f 02bl 

BLASTX 

g2335108 

145 

6.0e-09 

42 

62 

(AC002339) putative isulinase [Arabidopsis thaliana] 
310401 

uC- zmr o t eos int e012f06bl 

BLASTX 

g!12994 

393 

3.0e-38 

85 
91 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi__82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X125 64) 
ABA-inducible gene protein [Zea mays] 



44220 



>gi_226091_prf_ 
mays] 



1410284A abscisic acid inducible gene [Zea 



Seq. No. 


310402 


Seq. ID 


uC-zmroteosinte012f08bl 






NCBI GI 


Q4510346 

y T V »J ^ \J 


djjHoi score 


94fl 


lit VdlUc 






x *± *± 


15 idcnxxL.y 


ou 


MPRT np^f Ti nt *i nn 


} hvoothetical 


Seq. No. 


310403 


Seq. ID 


uC-zmroteosinte012g04bl 


Method 


BLASTX 


NCBI GI 


gl61752 


BLAST score 


177 


E value 


1.0e-12 


Match length 


97 


% identity 


10 



[Arabidopsis thaliana] 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(L03710) cnjB [Tetrahymena thermophila] 

>gi_7374 94_prf 1922371A cnjB gene [Tetrahymena 

thermophila] 

310404 

uC-zmroteosinte012hl0bl 

BLASTX 

gl001430 

255 

8.0e-22 

126 

41 

(D63999) ORF1 [Synechocystis sp.] 
310405 

uC-zmroteosinteO 13b07bl 

BLASTX 

g2505877 

559 

2.0e-57 

159 

70 

(Y12776) dehydrogenase [Arabidopsis thaliana] 
310406 

uC-zmroteosinte013c05bl 

BLASTX 

gll68609 

149 

1.0e-09 

122 

31 

AUXIN-RESISTANCE PROTEIN AXR1 >gi_479664_pir S35071 

auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 
[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis AXR1 (gb_ATHAXR1122) . [Arabidopsis thaliana] 

>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 

310407 

uC-zmroteosinte013dl0bl 

BLASTX 

g99741 

388 

2.0e-37 

176 

23 

P-glycoprotein pgpl - Arabidopsis thaliana 



310408 

uC-zmroteosinte013dllbl 
- BLASTN 
g3511235 
112 

5.0e-56 

305 

85 

Zea mays starch branching enzyme lib 
cds 



(ae) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310409 

uC-zmroteosinte013f 08bl 

BLASTX 

gl00226 

261 

1.0e-22 

160 

37 

hypothetical protein - tomato >gi_19275__emb_CAA78112__ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619j?rf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

310410 

uC-zmroteosinte013h05bl 

BLASTX 

g3241943 

452 

5.0e-45 

134 

63 

(AC004625) hypothetical protein [Arabidopsis thaliana] 
310411 

uC-zmroteosinte013h07bl 

BLASTX 

g560610 

170 

5.0e-12 

45 

58 

trypsin, inhibitor, WTI [Triticum aestivum==wheat, variety 



44222 



San Pastore, endosperm, Peptide, 71 aa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310412 

uC-zmroteosinte014al2bl 

BLASTN 

g407411 

46 

6.0e-17 

114 

86 

C.roseus SAHH gene for S-adenosyl-L-homocysteine hydrolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



310413 

uC-zmroteosinte014c06bl 

BLASTN 

g551482 

239 

1.0e-132 

411 

93 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

310414 

uC-zmroteosinte014g02bl 

BLASTX 

g4263820 

176 

2.0e-13 

60 
55 

(AC006067) hypothetical protein [Arabidopsis thaliana] 
310415 

uC-zmroteosinte014h05bl 

BLASTX 

g3757529 

150 

1.0e-09 

82 
39 

(AC005167) tetracycline transporter-like protein 
[Arabidopsis thaliana] 

310416 

uC-zmroteosinte015b01bl 

BLASTX 

gl946361 

151 

1.0e-09 

166 
31 

(U93215) C3HC4 zinc finger protein isolog [Arabidopsis 
thaliana] 

310417 

uC-zmroteosinte015c08bl 



44223 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

gl244566 

521 

9.0e-69 

153 

87 

(U39321) acetyl-CoA carboxylase [Triticum aestivum] 

>gi_1588584_prf 2208491A Ac-CoA carboxylase [Triticum 

aestivum] 

310418 

uC-zmroteosinte015d07bl 

BLASTX 

g4587685 

327 

3.0e-30 

77 

82 

(AC007197) putative methylmalonate semi-aldehyde 
dehydrogenase [Arabidopsis thaliana] 

310419 

uC-zmroteosinte015f04bl 

BLASTX 

g3355466 

253 

1.0e-21 

173 

41 

(AC004218) unknown protein [Arabidopsis thaliana] 
310420 

uC-zmroteosinte015f07bl 

BLASTX 

g3309575 

413 

2.0e-40 

122 

66 

(AF060553) calcium sensor homolog [Arabidopsis thaliana] 
>gi_4538989_emb_CAB39731.1_ (Y18870) CBL4 protein 
[Arabidopsis thaliana] 

310421 

uC-zmroteosinte016a05bl 

BLASTX 

gl21695 

197 

2.0e-24 

94 

62 

GLUTATHIONE S-TRANSFERASE I (GST-I) (GST-29) (CLASS-PHI) 
>gi_22315_emb_CAA29928_ (X06754) GST I (AA 1-214) [Zea 
mays] 

310422 

uC-zmroteosinte016al2bl 



44224 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3421104 

303 

1.0e-27 

86 

69 

(AF043531) 20S proteasome beta subunit PBB2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310423 

uC-zmroteosinte016c03bl 

BLASTX 

g3080420 

188 

3.0e-14 

78 

50 

(AL022604) 
thaliana] 



putative sugar transporter protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310424 

uC-zmroteosinte016gl0bl 

BLASTN 

g433040 

102 

5.0e-50 

122 

96 

Zea mays 
sequence 



W-22 clone PREM-1A retroelement PREM-1, partial 



Seq. No. 
Seq. ID 
Method 



310425 

uC-zmroteosinte017al0bl 

BLASTX 

g416581 

223 

7.0e-21 

93 

50 

ACTIN-LIKE PROTEIN 3 >gi_283066_pir A41790 actin like 

protein act2 - fission yeast (Schizosaccharomyces pombe) 

310426 

uC-zmroteosinte017b01bl 

BLASTX 

gl723232 

143 

1.0e-08 

52 

60 

HYPOTHETICAL 90.6 KD PROTEIN C1D4.10 IN CHROMOSOME I 
>gi_1177343^emb_CAA93219_ (Z69239) unknown 
[Schizosaccharomyces pombe] 

310427 

uC-zmroteosinte017b09bl 
BLASTS 



44225 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2088643 
157 

2.0e-10 

148 

26 

(AF002109) transcription factor SF3 isolog [Arabidopsis 
thaliana] 



310428 

uC-zmroteosinte017c07bl 

BLASTX 

gll72635 

212 

9.0e-31 

118 

68 

26S PROTEASE REGULATORY SUBUNIT 4 
PROTEIN HOMOLOG 2) >gi 55 6558_dbj 



HOMOLOG (TAT-BINDING 
BAA04615 (D17789) rice 



homologue of Tat binding protein [Oryza sativa] 
310429 

uC-zmroteosinte017e02bl 

BLASTX 

g2499932 

154 

7.0e-23 

79 

78 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) >gi_726305 
(U22442) adenine phosphoribosyltransf erase form 1 [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



310430 

uC-zmroteosinte017f lObl 

BLASTX 

g4090257 

194 

4.0e-15 

73 
62 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 
310431 

uC-zmroteosinte018f 10b! 

BLASTX 

g2651300 

156 

6.0e-21 

98 

51 

(AC002336) putative initiator tRNA 
phosphoribosyl-transf erase [Arabidopsis thaliana] 

310432 

uC-zmroteosinteO 18g0 9b 1 

BLASTX 

gl353239 



44226 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



488 

4.0e-49 

157 

65 

(U10245) putative RNA helicase A [Arabidopsis thaliana] 
310433 

uC-zmroteosinte019a02bl 

BLASTX 

g4038471 

354 

2.0e-33 

86 

77 

(AF111029) 4 OS ribosomal protein S27 homolog [Zea mays] 
310434 

uC-zmroteosinte019a05bl 

BLASTX 

g4204695 

494 

6.0e-50 

147 

64 

(AF117062) putative inositol polyphosphate 5-phosphatase 
At5Pl [Arabidopsis thaliana] 

310435 

uC- zmrot eosinteO 1 9c02bl 

BLASTX 

g2499819 

344 

1.0e-32 

114 

56 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

310436 

uG-zmroteosinte019c05bl 

BLASTX 

g3132310 

327 

8.0e-35 

140 

65 

(AB012228) phosphoenolpyruvate carboxylase [Zea mays] 
310437 

uC-zmroteosinte019d05bl 

BLASTX 

g3122858 

264 

4.0e-23 



44227 



Match length 

% identity 

NCBI Description 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
60 

D- 3- PHOS PHOGL YCERAT E DEHYDROGENASE PRECURSOR 
>gi_2189964_dbj_BAA20405_ (AB003280) Phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

>gi_2804258_dbj_BAA24440_ (AB010407) phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

310438 

uC-zmroteosinte019d06bl 

BLASTX 

gl402918 

221 

1.0e-18 

127 

42 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP 6a 
[Arabidopsis thaliana] 

310439 

uC-zmroteosinte019e04bl 

BLASTX 

g4426627 

320 

2.0e-29 

140 

51 

(AF099969) 
tabacum] 



sterol-C5 (6) -desaturase homolog [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



310440 

uC-zmroteosinte019e06bl 

BLASTX 

g4217999 

220 

4.0e-38 

98 

75 

(AC006135) putative ubiquitin — protein ligase 
(ubiquitin-conjugating enzyme) [Arabidopsis thaliana] 

310441 

uC-zmroteosinte019el2bl 

BLASTX 

g3367534 

241 

4.0e-20 

67 

66 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 

310442 

uC-zmroteosinte019f 06bl 
BLASTX 



44228 



NCBI GI g4314378 

BLAST score 144 

E value 5.0e-09 

Match length 100 

% identity 34 

NGBI Description (AC006232) putative lipase [Arabidopsis thaliana] 

Seq. No. 310443 

Seq. ID " uC-zmroteosinte019f09bl 

Method BLASTX 

NCBI GI gl495251 

BLAST score 259 

E value 2.0e-22 

Match length 116 

% identity 47 

NCBI Description (Z70314) heat-shock protein [Arabidopsis thaliana} 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310444 

uC-zmroteosinte019g03bl 

BLASTX 

gl055130 

169 

9.0e-12 

102 
39 

(U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310445 

uC-zmroteosinte019h01bl 

BLASTX 

g3184283 

304 

1.0e-27 

161 

43 

(AC004136) 
thaliana] 



putative TBP-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310446 

uC-zmroteosinte020g02bl 

BLASTX 

g4581856 

145 

5.0e-09 

47 

68 

(AF116825) 
[Mentha x 



l-deoxy-D-xylulose-5-phosphate reductoisomerase 
piperita] 



Seq. No. 310447 

Seq. ID uC-zmroteosinte020gllbl 

Method BLASTX 

NCBI GI g4587686 



44229 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



324 

6.0e-30 

109 

60 

(AC007197) 



dynamin-like protein ADL2 [Arabidopsis thaliana] 



310448 

uC-zmroteosinte020h01bl 

BLASTX 

g3800952 

147 

4.0e-09 

120 

33 

(AF100657) 
elegans] 



No definition line found [Caenorhabditis 



310449 

uC-zmroteosinte021a01bl 

BLASTX 

g!653033 

240 

4.0e-20 

123 

51 

(D90910) hypothetical protein [Synechocystis sp.] 
310450 

uC-zmroteosinte021a02bl 

BLASTX 

g4572679 

293 

2.0e-26 

99 

64 

(AC006954) RSZp22 splicing factor; contains RNA recognition 
motif [Arabidopsis thaliana] 

310451 

uC-zmroteosinte021c08bl 

BLASTN 

gl419369 

109 

2.0e-54 

340 

84 

Z.mays ZmABP3 mRNA for actin depolymerizing factor 
310452 

uC-zmroteosinte021d03bl 

BLASTX 

g542185 

304 

1.0e-27 

93 
71 

group 3 Lea protein MGL3 



maize >gi_452560 (U05226) group 



44230 




3 Lea protein MGL3 [Zea mays] >gi_45.4873_dbj_BAA05550_ 
(D26552) group 3 Lea protein MGL3 [Zea mays] 
>gi_2654379_emb_CAA82632.1_ (Z29512) Group 3 Lea protein 
MGL3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310453 

uC-zmroteosinte021dllbl 

BLASTX 

g2505874 

242 

3.0e-20 

99 

51 

(Y12776) putative kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310454 

uC-zmroteosinte021e09bl 

BLASTX 

g4185507 

265 

5.0e-23 

101 

71 

(AF100163) EZA1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310455 

uC-zmroteosinte021f01bl 

BLASTX 

g3608479 

242 

2.0e-20 

133 

31 

(AF088912) ribosomal protein L15 



[Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310456 

uC-zmroteosinte021f Q3bl 

BLASTX 

g4490737 

236 

1.0e-19 

107 

50 

(AL035708) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310457 

uC-zmroteosinte021g03bl 

BLASTX 

g3163946 

271 

2.0e-44 

144 

74 

(AJ005599) alpha-tubulin 



1 [Eleusine indica] 



Seq. No. 
Seq. ID 



310458 

uC-zmroteosinte022a06bl 



44231 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Se"q. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3132477 

294 

1.0e-26 

113 

52 

(AC003096) 



unknown protein [Arabidopsis thaliana] 



310459 

uC-zmroteosinte022al0bl 

BLASTX - 

gl350742 

180 

2.0e-13 

87 

44 

PROBABLE 60S RIBOSOMAL PROTEIN L35A >gi_1086831 (U41264) 
coded for by C. elegans cDNA yk64gl0.5; coded for by C. 
elegans cDNA yk51f3.5; coded for by C. elegans cDNA 
ykll5e7.3; coded for by C. elegans cDNA yk99dl.3; coded for 
by C. elegans cDNA yk99dl.5; coded for by C. elegans cDNA 
yk64gl 

310460 

uC-zmroteosinte022c06bl 

BLASTX - , 

g4588906 

488 

3.0e-49 

159 

65 

(AF118149) ribosomal protein S7 [Secale cereale] 
310461 

uC-zmroteosinte022fllbl 

BLASTN 

g899609 

59 

2.0e-24 

143 

88 

Zea mays acidic ribosomal protein P2 (RPA-2A1) mRNA, 
complete cds 

310462 

uC-zmroteosinte022f 12bl 

BLASTX 

g4325345 

186 

2.0e-14 

74 
19 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=1.4e-ll, N=l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, £=1.46-42, 
N=l) [Arabidopsis thaliana] 



44232 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310463 

uC-zmroteosinte022g01bl 

BLASTX 

g2911054 

141 

8.0e-09 

72 
46 

(AL021961) putative protein 



[Arabidopsis thaliana] 



310464 

uC-zmroteosinte022g08bl 

BLASTX 

g464849 

300 

7.0e-28 

71 

82 

TUBULIN ALPHA CHAIN >gi_48 6847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635__ (X67162) 
alpha-tubulin [Prunus dulcis] 



310465 

uC-zmroteosinte022h05bl 

BLASTX 

gl36125 

258 

4.0e-22 

156 

38 

PUTATIVE AC TRANS POSASE (ORFA) 
(X05424) ORFa [Zea mays] 



>gi_2 211 3_emb_CAA2 9 0 0 5_ 



310466 

uC-zmroteosinte023allb2 

BLASTX 

g2132186 

261 

1.0e-22 

146 

39 

hypothetical protein YPL096w - yeast (Saccharomyces 
cerevisiae) >gi_1151230 (U43281) Lpgl2p [Saccharomyces 
cerevisiae] 



310467 

uC-zmroteosinte023c02b2 

BLASTX 

g3297812 

146 

6.0e-18 

135 

46 

(AL031032) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



310468 

uC-zmroteosinte023cllb2 



44233 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3860277 

156 

1.0e-10 

43 
74 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

310469 

uC-zmroteosinte023e05b2 

BLASTX 

g4226152 

174 

2.0e-18 

120 

48 

(AF125462) contains similarity to myosin head domain 
(Pfam:PF00063, Score=884.5, E=3.2e-262, N=2) and to IQ 
calmodul in-binding domain (Pfam: PF00612, Score=10.8, 
E^l.4, N=l) [Caenorhabditis elegans] 

310470 

uC-zmroteosinte023hQ8b2 

BLASTX 

g2497543 

208 

1.0e-18 

86 

62 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S41379 

pyruvate kinase - common tobacco >gi_444023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

310471 

\iC-zmroteosinte024al2bl 

BLASTX 

g2497623 

632 

6.0e-66 

160 

77 

L-LACTATE DEHYDROGENASE (LDH) >gi_1519715 (U68038) lactate 
dehydrogenase [Drosophila melanogaster] 

310472 

uC-zmroteosinte024b05bl 

BLASTX 

g2493131 

530 

4.0e-54 

164 

68 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_167108 (L11862) vacuolar ATPase B subunit 
[Hordeum vulgare] 



44234 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



310473 

uC- zmr ot eos int e 0 2 4 cl lbl 

BLASTX 

gll8104 

304 

6.0e-48 

121 

77 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) - 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638__ (X68678) cyclophilin [Zea mays] 

310474 

uC-zmroteosinte024gl0bl 

BLASTX 

g2459426 

223 

4.0e-18 

141 

43 

(AC002332) putative splicing factor U2AF large chain 
[Arabidopsis thaliana] 

310475 

uC-zmroteosinte025a09bl 

BLASTX 

g4220527 

198 

3.0e-15 

97 

45 

(AL035356) putative protein [Arabidopsis thaliana] 
310476 

uC-zmroteosinte025b04bl 

BLASTX 

g730502 

163 

8.0e-12 

103 
51 

ACTIVATOR 1 41 KD SUBUNIT (REPLICATION FACTOR C 41 KD 

SUBUNIT) >gi_626873_pir S45531 replication factor C chain 

RFC2 - yeast (Saccharomyces cerevisiae) 
>gi_498463_dbj_BAA05858_ (D28499) Rfc2 protein 
[Saccharomyces cerevisiae] >gi_8414 64 (U26028) Rfc2p 
[ S acchar omyce s ce r e vi s iae ] >gi__l 01574 7_emb_CAA8 9 5 9 6__ 
(Z49568) ORF YJR068w [Saccharomyces cerevisiae] >gi_1019690 
(L47993) ORF YjR068w [Saccharomyces cerevisiae] 

310477 

uC-zmroteosinte025bl2bl 

BLASTX 

g3860271 



44235 



BLAST score 


494 


E value 


6.0e-50 


Match length. 




% identity 




wubi Description 
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Seq. No. 
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NCB1 GI 


g4220463 


BLAST score 


461 


E value 


0 . ue— 4 0 


Match length 


101 


% identity 


54 


NCBI Description 


vAUUuozio) inis gene is < 


O ~ XT _ 

Seq. No. 
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Match length 


65 


% identity 


89 


NCBI Description 


GLUTAMYL- TRNA REDUCTASE : 




>g i_2 9 2 0 3 2 0_db j _B AA2 5 0 0 3_ 




reductase [Oryza sativa] 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310480 

uC-zmroteosinte025e07bl 

BLASTX 

g4309759 

164 

2.0e-ll 

93 

45 

(AC006217) unknown protein with Src homology 3 
profile (PDOC50002) [Arabidopsis thaliana] 



(SH3) domain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310481 

uC-zmroteosinte025fl2bl 

BLASTX 

g!091678 

230 

6.0e-19 

59 

78 

activator-like transposable element [Pennisetum glaucum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310482 

uC-zmroteosinte025h05bl 

BLASTX 

g2668744 

564 

4.0e-58 
118 



44236 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



90 ^ 

(AF034946) ubiquitin conjugating enzyme [Zea mays] 
310483 

uC-zmroteosinte026b07bl 

BLASTX 

g3126967 

832 

2.0e-89 

180 

17 

(AF061807) polyubiquitin [Elaeagnus umbellata] 
310484 

uC-zmroteosinte026el0bl 

BLASTX 

g3126967 

901 

1.0e-97 

180 

18 

(AF061807) polyubiquitin [Elaeagnus umbellata] 
310485 

uC-zmroteosinte026f08bl 

BLASTX 

g548770 

148 

1.0e-09 

73 

47 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853__dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

310486 

uC-zmroteosinte02 6h05bl 

BLASTN 

g295845 

180 

2.0e-96 

305 

91 



NCBI Description T.harzianum mRNA {clone CONS) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310487 

uC-zmroteosinte027c02bl 

BLASTX 

gl351129 

793 

6.0e-85 

175 

81 

MITOGEN- ACTIVATED PROTEIN KINASE STY1 {MAP KINASE STY1) 

>gi_2130460_pir S57930 MAP kinase - fission yeast 

(Schizosaccharomyces pombe) >gi_2130485_pir S62551 STY1 

protein - fission yeast (Schizosaccharomyces pombe) 



44237 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1488373_bbs_175803 Phhlp=Hogl-like MAP kinase 
[Schizosaccharomyces pombe=f ission yeast, L972, Peptide, 
349 aa] >gi_897810_emb_CAA61537_ (X89262) MAP kinase 
[Schizosaccharomyces pombe] >gi_1022685 (U26739) Spclp 
[Schizosaccharomyces pombe] >gi_1061294_emb_CAA91771_ 
(Z67757) Stylp [Schizosaccharomyces pombe] 

310488 

uC-zmroteosinte027fl2bl 

BLASTX 

g2129652 

200 

2.0e-15 

140 

36 

myosin heavy chain homolog - Arabidopsis thaliana 
(fragment) >gi_699495 (U19616) myosin heavy chain homolog 
[Arabidopsis thaliana] 

310489 

uC-zmroteosinte028c07bl 

BLASTX 

g3879754 

174 

2.0e-12 

92 

45 

(Z72514) Similarity to Rabbit glycogenin (SW: GLYGJRABIT) 
[Caenorhabditis elegans] 

310490 

uC-zmroteosinte028f08bl 

BLASTX 

g4096756 

214 

4.0e-17 
111 
43 

(U39394) 
sp.] 



alpha-1, 3/4-fucosidase precursor [Streptomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



310491 

uC-zmroteosinte028g04bl 

BLASTX 

g3643607 

221 

5.0e-18 

72 

58 

(AC005395) unknown protein [Arabidopsis thaliana] 
310492 

uC-zmroteosinte028h08bl 

BLASTX 

g2117937 

283 

4.0e-25 



44238 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



96 
58 

UTP — glucose-l-phosphate uridyl yltransferase (EC 2.7.7.9) - 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

310493 

uC-zmroteosinte029allbl 

BLASTX 

gll81331 

416 

6.0e-42 

117 

72 

(X77569) calnexin [Zea mays] 
310494 

uC-zmroteosinte029b03bl 

BLASTX 

g2760325 

170 

6.0e-12 

50 
62 

(AC002130) F1N21.10 [Arabidopsis thaliana] 
310495 

uC-zmroteosinte029c07bl 

BLASTX 

g4406778 

147 

3.0e-09 

79 

44 

(AC006532) putative brassinosteroid insensitive protein 
[Arabidopsis thaliana] 

310496 

uC-zmroteosinte029g02bl 

BLASTX 

g3041738 

305 

8.0e-28 

127 

50 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 
(HIV-1 NEF INTERACTING PROTEIN) >gi_2559010 (AF026292) 
chaperonin containing t-complex polypeptide 1, eta subunit; 
CCT-eta [Homo sapiens] 

310497 

uC-zmroteosinte029h01bl 

BLASTX 

g2335096 

218 

1.0e-17 
99 



44239 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



47 

(AC002339) hypothetical protein [Arabidopsis thaliana] 
310498 

uC-zmroteosinte030a03bl 

BLASTX 

g!750380 

501 

8.0e-51 

117 

80 

(U80912) Eucalyptus globulus NADP- isocitrate dehydrogenase 
of Eucalyptus globulus bicostata [Eucalyptus globulus] 

310499 

uC-zmroteosinte030al0bl 

BLASTX 

g266578 

281 

5.0e-25 

58 

88 

METALLOTHIONE IN-LIKE PROTEIN 1 >gi_100898__pir S17560 

metallothionein-like protein - maize >gi_236730_bbs_57629 
(S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57 67 6_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 

310500 

uC-zmroteosinte030b06bl 

BLASTX 

gl363487 

202 

6.0e-19 

96 

60 

IAA7 protein - Arabidopsis thaliana >gi_972917 (U18409) 
IAA7 [Arabidopsis thaliana] 

310501 

uC-zmroteosinte030d05bl 

BLASTX 

g3935181 

248 

7.0e-22 

87 

66 

(AC004557) F17L21.24 [Arabidopsis thaliana] 
310502 

uC-zmroteosinte030dl2bl 

BLASTX 

g399854 

243 

1.0e-20 



44240 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 
82 

HI STONE H2B.2 >gi_283042_j>ir S28049 histone H2B - maize 

>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 

310503 

uC-zmroteosinte030f01bl 

BLASTX 

g2660670 

247 

4.0e-21 

85 

55 

(AC002342) 
thaliana] 



putative Cu2+-transporting ATPase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length - 



310504 

uC-zmroteosinte030f02bl 

BLASTX 

g82696 

164 

1.0e-24 

82 
78 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

310505 

uC-zmroteosinte030g01bl 

BLASTX 

g3860277 

289 

4.0e-26 

93 

62 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

310506 

uC-zmroteosinte031c07bl 

BLASTX . 

g537404 

390 

8.0e-38 

84 

82 

(D26537) WSI76 protein induced by water stress [Oryza 
sativa] 

310507 

uC-zmroteosinte031cl0bl 

BLASTN 

g312180 

72 

3.0e-32 
88 



44241 



% identity 95 

NCBI Description Z.mays GapC4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310508 

uC-zmroteosinte031d02bl 

BLASTX 

g3738297 

333 

4.0e-31 

113 

32 

(AC005309) unknown protein [Arabidopsis thaliana] 



310509 

uC-zmroteosinte031d09bl 

BLASTN 

g3452291 

194 

1.0e-105 

248 

95 

Zea mays retrotransposon Huck-2 3 1 



LTR, partial sequence 



310510 

uC-zmroteosinte031e01bl 

BLASTX 

g4138265 

362 

4.0e-39 

91 

82 

{AJ006228) 
tabacum] 



Avr9 elicitor response protein [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



310511 

uC-zmroteosinte031h01bl 

BLASTX 

g3170242 

347 

9.0e-33 

115 

63 

(AF042732) diphenol oxidase-A2 
310512 

uC-zmroteosinte031hllbl 

BLASTX 

g902586 

582 

2.0e-60 

133 

20 

(U29162) ubiquitin [Zea mays] 
310513 

uC-zmroteosinte032a05bl 
BLASTX 



[Anopheles gambiae] 



44242 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3935181 
160 

2.0e-ll 

54 
63 

(AC004557) F17L21.24 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



310514 

uC-zmroteosinte032c06bl 

BLASTX 

gl076315 

196 

6.0e-15 

72 
60 

cytochrome P450 - Arabidopsis thaliana 
>gi__853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA60794_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 

310515 

uC-zmroteosinte032dllbl 

BLASTX 

g3522948 

397 

1.0e-38 

134 

58 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
310516 

uC-zmroteosinte032e08bl 

BLASTX 

gl084336 

198 

3.0e-15 

54 

69 

chlorophyll a/b-binding protein type II - Arabidopsis 
thaliana >gi_541565 (U03395) PSI type II chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

310517 

uC-zmroteosinte032g04bl 

BLASTX 

g4559327 

183 

2.0e-13 

154 

30 

(AC007087) hypothetical protein [Arabidopsis thaliana] 
310518 

uC-zmroteosinte033allbl 

BLASTX 

g3928758 

454 



44243 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



3.0e-45 

136 

61 

(AB007987) Lipoic acid synthase [Arabidopsis thaliana] 
>gi_4454462_gb_AAD20909_ (AC006234) putative lipoic acid 
synthase [Arabidopsis thaliana] 

310519 

uC-zmroteosinte033b01bl 

BLASTX 

g3041738 

513 

4.0e-52 

139 

68 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 
(HIV-1 NEF INTERACTING PROTEIN) >gi_2559010 (AF026292) 
chaperonin containing t-complex polypeptide 1, eta subunit; 
CCT-eta [Homo sapiens] 

310520 

uC-zmroteosinte033bl2bl 

BLASTX 

g3176686 

275 

2.0e-24 

113 

50 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwann! omyces occidentalis . 
[Arabidopsis thaliana] 

310521 

uC-zmroteosinte033cl2bl 

BLASTX 

g3250675 

161 

7.0e-ll 

67 

54 

(AL024486) putative protein [Arabidopsis thaliana] 1 
310522 

uC-zmroteosinte033d04bl 

BLASTX 

g3004551 

186 

8.0e-14 

90 

43 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
310523 

uC-zmroteosinte033f03bl 

BLASTX 

g4262245 

170 



44244 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



4.0e-12 

71 
52 

(AC006200) 



hypothetical protein [Arabidopsis thaliana] 



310524 

uC-zmroteosinte033f llbl 

BLASTX 

g2493852 

215 

2.0e-17 

62 

68 

CYTOCHROME C OXIDASE POLYPEPTIDE VC 

>gi_1070356_emb_CAA92107_ (Z68091) cytochrome c oxidase, Vc 
subunit [Hordeum vulgar e] 

310525 

uC-zmroteosinte033g05bl 

BLASTX 

g2367392 

365 

8.0e-35 

124 

56 

(U82513) random slug cDNA25 protein [Dictyostelium 
discoideum] 

310526 

uC-zmroteosinte033g07bl 

BLASTX 

g3236240 

302 

1.0e-27 

125 

50 

(AC004684) unknown protein [Arabidopsis thaliana] 
310527 

uC-zmroteosinte034b02bl 

BLASTX 

g2961377 

219 

1.0e-17 

155 

7 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana] - 

310528 

uC-zmroteosinte034b04bl 

BLASTN 

g3747049 

109 

2.0e-54 

218 

92 
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iitsa mays riDosoniai protein l_.d mK_N/\ f partial cqs 


kJ C • L\ \J * 


JlUJi -3 


Seq. ID 


LIV_* __.1LI.J_ Lyl LdUolliLCWJ'iJjU /UX 


Method 




NCBI GI 


g4508081 


BLAST score 


202 
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NCBI Desrrint i on 
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jIUjjU 


Sea ID 


Liv-' j_.1UJ_ LV L, C i> _L 1 1 L-tJU «_> 4UU 


Method 


BLASTN 

' 3 I 1 ft f J X L^l 


NCBI GI 


a22312 


BLAST score 


63 


E value 


7.0e-27 


Match 1 pnrrf-h 


1 "37 


% \ H (CiTi i - "i 

o luciiLiuy 






Maize ABA-inducible gene for glycine-rich protein { ABA = 






C r-\ /->f \1 r\ 

oeq. iNOi 






uc — zmrot.eosint.eu rUobl 


1 -Id UliUU. 




NCBI GI 




BLAST score 


142 


E value 


4.0e-ll 


JL 1.CI I. V_<11 _LCJliyL.il 


*_ / 


% identity 


68 


NCBI Description 


(AC005312) putative nucleic acid binding protein 




[Arabidopsis thaliana] 


Seq. No. 


310532 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity ' 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosinte034g07bl 

BLASTX 

g3041738 

189 

4.0e-16 

146 
34 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 
(HIV-1 NEF INTERACTING PROTEIN) >gi_2559010 (AF026292) 
chaperonin containing t-complex polypeptide 1, eta subunit; 
CCT-eta [Homo sapiens] 

310533 

uC-zmroteosinte034h07bl 

BLASTN 

g3341647 

37 

3.0e-ll 

97 
85 

Zea mays Axna gene encoding single-subunit v BNA polymerase 



44246 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



310534 

uC-zmroteosinte035b07b2 

BLASTX 

g730606 

150 

2.0e-09 

79 

43 

DNA-DIRECTED RNA POLYMERASES I, II, AND III 7.7 KD 

POLYPEPTIDE (ABC10-ALPHA) >gi_13638 63__pir S58932 

DNA-directed RNA polymerase (EC 2.7.7.6) chain ABC10 alpha 
- yeast {Saccharomyces cerevisiae) >gi_733518 (U23378) RNA 
polymerase I, II and III subunit ABC10 alpha [Saccharomyces 
cerevisiae] >gi__2358017 (U10397) Rpbl2p: RNA polymerase II 
subunit [Saccharomyces cerevisiae] 



Seq. No. 


310535 


Seq. ID 


uC-zmroteosinte035bl0b2 


Method 


BLASTX 


NCBI GI 


gll5679 


BLAST score 


317 


E value 


5.0e-29 


Match length 


82 


% identity 


76 


NCBI Description 


CATALASE ISOZYME 


Seq. No. 


310536 


Seq. ID 


uC-zmroteosinte035c07b2 


Method 


BLASTN 


NCBI GI 


g22314 


BLAST score 


57 


E value 


7.0e-24 


Match length 


113 


% identity 


88 


NCBI Description 


Maize mRNA for GSH glutl 




2.5.1.18) 


Seq. No. 


310537 


Seq. ID 


uC-zmroteosinte035cllb2 


Method 


BLASTN 


NCBI GI 


g998429 


BLAST score 


40 


E value 


5.0e-13 


Match length 


64 


% identity 


91 



I (GST; EC 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 

310538 

uC-zmroteosinte035g03b2 

BLASTX 

g2827630 

354 

2.0e-33 

159 

46 

(AL021636) putative protein [Arabidopsis thaliana] 



44247 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310539 

uC-zmroteosinte035g05b2 

BLASTX 

g3548810 

283 

4.0e-25 

136 

40 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310540 

uC-zmroteosinte035h02b2 

BLASTX 

g2190992 

220 

9.0e-18 

120 

42 

(AF004358) 
tauschii] 



glutathione S-transferase TSI-1 [Aegilops 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310541 

uC-zmroteosinte036a06bl 

BLASTX 

gl705735 

194 

1.0e-19 

67 

79 

CALCIUM- DEPENDENT PROTEIN KINASE, ISOFORM 11 (CDPK 11) 

>gi_1362175_pir S56651 probable calcium-dependent protein 

kinase (clone OSCPK11) - rice >gi_587500_emb_CAA57156_ 
(X81393) calcium-dependent protein kinase [Oryza sativa] 

310542 

uC-zmroteosinte036allbl 

BLASTN 

g2944384 

63 

3.0e-27 

111 

90 

Oryza sativa calcium dependent protein kinase (CDPK12) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310543 

uC-zmroteosinte036b01bl 

BLASTX 

gl89422 

233 

7.0e-28 

142 

51 

(M32110) 
sapiens] 



proliferating cell nuclear protein P120 [Homo 



44248 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310544 

uC-zmroteosinte036c04bl 

BLASTX 

g3668171 

286 

2.0e-25 

168 

43 

(AB006052) RNA polymerase 
[Neurospora crassa] 



I second-largest subunit 



310545 

uC-zmroteosinte036el0bl 

BLASTX 

g2499610 

225 

3.0e-18 

46 

96 

MI TOGEN-ACT I VATE D PROTEIN KINASE HOMOLOG 6 (MAP KINASE 6) 

(ATMPK6) >gi_629547_pir S40472 mitogen-activated protein 

kinase 6 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457404_dbj_BAA04869_ (D21842) MAP kinase [Arabidopsis 
thaliana] >gi_2281091 (AC002333) MAP Kinase 6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310546 

uC-zmroteosinte036f Olbl 

BLASTN 

g3004949 

82 

2.0e-38 

178 

88 

Zea mays tonoplast intrinsic protein 
complete cds 



(ZmTIPl) mRNA, 



310547 

uC-zmroteosinte036f 02bl 

BLASTX 

g3873821 

234 

2.0e-19 

72 

61 

(Z68213) cDNA EST yk266c4.5 comes from this gene; cDNA EST 
yk266c4.3 comes from this gene [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



310548 

uC-zmroteosinte036h08bl 

BLASTX 

gl632831 

288 

7.0e-26 

91 

64 



44249 



NCBI Description (Z49698) orf [Ricinus communis] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310549 

uC-zmroteosinte037a02bl 

BLASTX 

g3023816 

159 

9.0e-ll 

73 

52 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310550 

uC-zmroteosinte037al0bl 

BLASTX 

gl346073 

390 

6.0e-38 

112 

66 

GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) 
(PHI) >gi_596023 (U17225) glucose-6 phosphate isomerase 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310551 

uC-zmroteosinte037b04bl 

BLASTX 

g3695389 

401 

5.0e-39 

150 

26 

(AF096371) contains similarity to D-isomer specific 
2-hydroxyacid dehydrogenases (Pfam: 2-Hacid__DH.hmm, score: 
19.11) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310552 

uC-zmroteosinte037cl0bl 

BLASTX 

g4587533 

210 

1.0e-16 

64 

62 

(AC007060) EST gb_AA721821 
[Arabidopsis thaliana] 



comes from this gene. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310553 

uC-zmroteosinte037f 07bl 

BLASTX 

g3033399 

254 

7.0e-22 
134 



44250 



% identity 

NCBI Description 



5 

(AC004238) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

■BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310554 

uC-zmroteosinte037g04bl 

BLASTX 

g2979554 

171 

4.0e-12 

91 
47 

(AC003680) CDC4 like protein [Arabidopsis thaliana] 



310555 

uC-zmroteosinte037g08bl 

BLASTX 

g4126809 

232 

3.0e-19 

46 

93 

(AB017042) glyoxalase I 



[Oryza sativa] 



310556 

uC-zmroteosinte037h06bl 

BLASTX 

g3540190 

235 

1.0e-19 

80 
53 

(AC004122) Hypothetical protein [Arabidopsis thaliana] 
310557 

uC-zmroteosinte037hllbl 

BLASTX 

gl29021 

286 

1.0e-25 

123 

50 

SPO0B-ASSOCIATED GTP-BINDING PROTEIN >gi_98326_pir B32804 

GTP-binding protein, spoOB 3 '-region - Bacillus subtilis 
>gi_508979 (M24537) GTP-binding protein [Bacillus subtilis] 
>gi_2635257_emb_CAB14752_ (Z99118) GTPase activity 
[Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI Description 



310558 

uC-zmroteosinte037hl2bl 

BLASTX 

g4586116 

372 1 

1.0e-35 

151 

46 

(AL049638) 
thaliana] 



putative C-4 sterol methyl oxidase [Arabidopsis 



44251 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310559 

uC-zmroteosinte038a01bl 

BLASTN 

g2832242 

66 

1.0e-28 

260 

87 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
310560 

uC-zmroteosinte038a08bl 

BLASTN 

gll81330 

53 

3.0e-21 

105 
89 

Z.mays CNX mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310561 

uC-zmroteosinte038c01bl 

BLASTX 

g417494 

189 

2.0e-14 

87 

48 

18 KD SEED MATURATION PROTEIN >gi_170008 (M80666) 
maturation polypeptide [Glycine max] 

>gi_444332_prf 1906381A 18kD late embryogenesis abundant 

protein [Glycine max] 

310562 

uC-zmroteosinte038cl0bl 

BLASTX 

g!905998 

175 

1.0e-12 

60 

65 

(U90426) nuclear RNA helicase [Homo sapiens] 
310563 

uC-zmroteosinte038d06bl 

BLASTX 

g464621 

267 

2.0e-23 
100 

57 ■< t - ^ 

60S RIBOSOMAL PROTEIN L6 { YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



44252 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310564 

uC-zmroteosinte038e09bl 

BLASTX 

g2584860 

312 

1.0e-28 

131 

46 

(U97665) subunit III precursor [Erwinia cypripedii] 
310565 

uC-zmroteosinte038f02bl 

BLASTX 

g3913427 

396 

1.0e-38 

109 
72 

S - ADENOS YLME T H I ON I NE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea may^s] 

310566 

uC-zmroteosinte038f03bl 

BLASTX 

g974782 

631 

5.0e-66 

135 

90 

(Z4 9150) cobal amine -independent methionine synthase 
[Solenostemon scutellarioides] 

310567 

uC-zmroteosinteG38g01bl 

BLASTX 

g4587550 

461 

4.0e-46 

138 

64 

(AC006577) 
thaliana] 



EST gb_R64848 comes from this gene. [Arabidopsis 



310568 

uC-zmroteosinte038h02bl 

BLASTX 

gll8104 

325 

2.0e-30 

89 

73 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



44253 



Seq. No. 310569 

Seq. ID uC-zmroteosinte039a07bl 

Method BLASTX 

NCBI GI g3892056 

BLAST score 278 

E value 7.0e-25 

Match length 102 

% identity 56 

NCBI Description (AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 

Seq. No. 310570 

Seq. ID uC-zmroteosinte039al0bl 

Method BLASTX 

NCBI GI g2905643 

BLAST score 354 

E value 1.0e-33 

Match length 132 

% identity 52 

NCBI Description (AF045244) ribitol kinase [Klebsiella pneumoniae] 

Seq. No. 310571 

Seq. ID uC-zmroteosinte039c08bl 

Method BLASTX 

NCBI GI g3881976 

BLAST score 143 

E value 8.0e-09 

Match length 36 

% identity 75 

NCBI Description (AJ012409) hypothetical protein [Homo sapiens] 

Seq. No. 310572 

Seq. ID uC-zmroteosinte039d04bl 

Method BLASTX 

NCBI GI g3757522 

BLAST score 167 

E value 1.0e-ll 

Match length 143 

% identity 36 

NCBI Description (AC005167) putative splicing factor [Arabidopsis thaliana] 

Seq. No. 310573 

Seq. ID uC-zmroteosinte039el2bl 

Method BLASTX 

NCBI GI g4454477 

BLAST score 152 

E value 7.0e-10 

Match length 82 

% identity 43 

NCBI Description (AC006234) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 310574 

Seq. ID uC-zmroteosinte039f07bl 

Method BLASTN 

NCBI GI g22324 

BLAST score 47 

E value 2.0e-17 



44254 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 
95 

Z.mays mRNA for H2B histone (clone cH2B221) 



310575 

uC-zmroteosinte039g02bl 

BLASTX 

g3759177 

261 

1.0e-22 

72 
71 

(AB018408] 
thaliana] 



3-phosphoserine phosphatase [Arabidopsis 
>gi_3759179_dbj_BAA33807.1_ (AB018409) 



3-phosphoserin phosphatase [Arabidopsis thaliana] 



310576 

uC-zmroteosinte039gl2bl 

BLASTX 

g2370493 

166 

2.0e-ll 

104 

37 

(Z98944) hypothetical protein 



[Schizosaccharomyces pombe] 



310577 

uC-zmroteosinte040a09bl " 

BLASTX 

g2213597 

155 

3.0e-10 

108 

31 

(AC000348) T7N9.17 [Arabidopsis thaliana] 
310578 

uC-zmroteosinte040b03bl 

BLASTX 

g3341678 

403 

3.0e-39 

162 

52 

(AC003672) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310579 

uC-zmroteosinte040gO 9b 1 

BLASTX 

g4455250 

393 

6.0e-38 

173 

49 

(AL035523) putative protein [Arabidopsis thaliana] 



44255 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

'Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310580 

uC-zmroteosinte041a07bl 

BLASTX 

g4567197 

309 

3.0e-28 

171 

42 

(AC007168) unknown protein [Arabidopsis thaliana] 
310581 

uC-zmroteosinte041al0bl 

BLASTX 

g3702329 

174 

2.0e-12 

§6 
39 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
310582 

uC-zmroteosinte041cl2bl 

BLASTX 

g3236248 

234 

2.0e-19 

76 
66 

(AC004684) unknown protein [Arabidopsis thaliana] 
310583 

uC-zmroteosinte041d08bl 

BLASTX 

gl870214 

250 

3.0e-21 

153 
45 

(AC000133) G4P04 [Emericella nidulans] 
310584 

uC-zmroteosinte041e06bl 

BLASTX 

gl709970 

400 

5.0e-39 

118 

68 

60S RIBOSOMAL PROTEIN L10A 
310585 

uC-zmroteosinte04 If 12bl 

BLASTN 

g2668747 

68 

4.0e-30 
120 



44256 



% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

Zea mays ribosomal protein L17 (rpll7) mRNA, complete cds 
310586 

uC-zmroteosinte041g!2bl 

BLASTN 

g467995 

218 

1.0e-119 

438 
93 

Zea mays flavanone 3-beta-hydroxylase (fht) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310587 

uC-zmroteosinte042b03bl 

BLASTX 

g4454474 

272 

7.0e-24 

116 

43 

(AC006234) hypothetical protein [Arabidopsis thaliana] 
310588 

uC-zmroteosinte042c04bl 

BLASTX 

g4503363 

372 

1.0e-35 

149 

49 

UNKNOWN >gi_3062806_dbj_BAA2564 6__ (D86198) 
dolichol-phosphate-mannose synthase [Homo sapiens] 

310589 

uC-zmroteosinte042d02bl > 

BLASTX 

gl35104 

331 

9.0e-31 

117 

53 

MULTIFUNCTIONAL AMINOACYL-TRNA SYNTHETASE (CONTAINS: 
GLUTAMYL -TRNA SYNTHETASE { GLUTAMATE — TRNA LIGASE) , AND 
PROLYL-TRNA SYNTHETASE ( PROLINE — TRNA LIGASE)) 

>gi_68554_pir SYHUQT glutamyl-prolyl-tRNA synthetase - 

human >gi_31958_emb_CAA38224_ (X54326) glutaminyl-tRNA 
synthetase [Homo sapiens] 

310590 

uC-zmroteosinte042d05bl 

BLASTN 

g2773153 

83 

7.0e-39 
155 



44257 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



89 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

310591 

uC-zmroteosinte042e03bl 

BLASTX 

g3549672 

232 

6.0e-33 

121 

67 

(AL031394) putative protein [Arabidopsis thaliana] 
310592 

uC-zmroteosinte042ellbl 

BLASTX 

g3928084 

306 

6.0e-28 

105 
61 

(AC005770) 
thaliana] 



retrotransposon-like protein [Arabidopsis 



310593 

uC-zmroteosinte042g05bl 

BLASTX 

g403318 

180 

5.0e-13 

102 

37 

(Z26494) hexaprenyl pyrophosphate synthetase [Saccharomyces 

cerevisiae] >gi_1582566__prf 2118405G hexaprenyl 

pyrophosphate synthetase [Saccharomyces cerevisiae] 

310594 

uC-zmroteosinte042h02bl 

BLASTX 

g3482967 

255 

4.0e-22 

102 

53 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi_4559345_gb_AAD23006. 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

310595 

uC-zmroteosinte042h08bl 

BLASTX 

g4584525 

341 

4.0e-32 

101 

65 



44258 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
•Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AL049607) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 

310596 

uC-zmroteosinte043bllb2 

BLASTX 

g2499542 

210 

8.0e-17 

76 

57 

IRON (III) -ZINC (II) PURPLE ACID PHOSPHATASE PRECURSOR (PAP) 
>gi_1218042 (U48448) secreted purple acid phosphatase 
precursor [Arabidopsis thaliana] 

310597 

uC-zmroteosinte043c07b2 

BLASTN 

g4140643 

62 

4.0e-26 

121 " 
97 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

310598 

uC-zmroteosinte04 3c0 9b2 

BLASTX 

g4249382 

288 

9.0e-26 

69 

71 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

310599 

uC-zmroteosinte043f06b2 

BLASTX 

g2854190 

259 

1.0e-23 

94 

56 

(AF045645) similar to purine nucleoside phosphorylases 
[Caenorhabditis elegans] 

310600 

uC-zmroteosinte043g08b2 

BLASTN 

g2832242 

43 

6.0e-15 

219 

85 



44259 



# 



NCBI Description Zea mays 22-kDa alpha zein gene cluster, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310601 

uC- zmrot eos inteO 4 3h0 lb 2 

BLASTX 

g3850139 

154 

2.0e-10 

56 

52 

(AL033391) potential membrane protein [Candida albicans] 
310602 

uC-zmroteosinte044b05b2 

BLASTX 

gl076791 

336 

1.0e-31 

79 

76 

calcium-binding protein - maize >gi_2119370_pir S58170 

Calreticulin precursor - maize >gi_577612_emb_CAA86728_ 
(Z46772) calcium-binding protein [Zea mays] 
>gi_927572_emb_CAA61939_ (X89813) Calreticulin precursor 

[Zea mays] >gi_1587033_prf 2205314A calreticulin [Zea 

mays ] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310603 

uC-zmroteosinte044bllb2 

BLASTN 

g4733890 

40 

3.0e-13 

120 

83 

Zea mays unconventional myosin heavy chain 
partial cds 



(MYOl) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



310604 

uC-zmroteosinte044d05b2 

BLASTX 

g2129550 

164 

9.0e-12 

65 
52 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4 454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 

310605 

uC-zmroteosinte04 4e!2b2 



44260 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gl703378 

209 

7.0e-17 

85 
53 

ADP-RIBOSYLATION FACTOR 
laevis] 



4 >gi_967251 (U31460) Arf4 [Xenopus 



310606 

uC-zmroteosinte04 4f03b2 

BLASTN 

gl532072 

46 

7.0e-17 

163 

88 

Z.mays mRNA for S-adenosylmethionine decarboxylase 
310607 

uC- zmroteos int e 0 4 4 f 1 lb2 

BLASTX 

g2564249 

224 

3.0e-18 

96 

47 

(Y08686) serine palmitoyltransferase, subunit II [Homo 
sapiens] >gi_3043576_dbj J3AA25452_ (AB011098) KIAA0526 
protein [Homo sapiens] >gi_4186182 (AF111168) serine 
palmitoyl transferase, subunit II [Homo sapiens] 

310608 

uC-zmrot eosint eO 4 4 gO 8b2 

BLASTX 

g4539401 

310 

1.0e-28 

94 

59 

(AL035526) putative protein [Arabidopsis thaliana] 
310609 

uC-zmroteosinte045a03b2 

BLASTN 

g2832242 

41 

9.0e-14 

177 

81 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
310610 

uC-zmroteosinte045a07b2 

BLASTX 

g3377820 

142 



44261 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



7.0e-09 

70 

43 

(AF076275) contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 

310611 

uC-zmroteosinte045a09b2 

BLASTX 

g4454452 

221 

3.0e-18 

77 
57 

(AC006234) unknown protein [Arabidopsis thaliana] 
310612 

uC-zmroteosinte045a!0b2 

BLASTN 

gl532072 

47 

2.0e-17 

217 

81 

Z.mays mRNA for S-adenosylmethionine decarboxylase 
310613 

uC-zmroteosinte045b05b2 

BLASTX 

g312179 

200 

6.0e-33 

111 

77 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

310614 

uC-zmroteosinte045b07b2 

BLASTX 

g3377820 

161 

3.0e-ll 

53 
62 

(AF076275) contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 

310615 

uC-zmroteosinte045b08b2 

BLASTN 

g2921303 

126 

1.0e-64 



44262 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



206 
91 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 

310616 

uC-zmroteosinte045c04b2 

BLASTX 

g312179 

472 

2.0e-47 

115 

79 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde- 3-phosphate 
dehydrogenase [Zea mays] 

310617 

uC-zmroteosinte045c05b2 

BLASTX 

g312179 

527 

7.0e-54 

117 

88 

(X73151) glyceraldehyde- 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi__1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858 ) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

310618 

uC-zmroteosinteO 4 5c0 6b2 

BLASTX 

gl076809 

395 

2.0e-38 

115 

71 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H { + ) -transporting ATPase 
[Zea mays] 

310619 

uC-zmroteosinte045cl0b2 

BLASTX 

g229953 

151 

3.0e-10 

86 

40 

Homarus americanus >gi_229954_pdb_lGPD_R Homarus americanus 
310620 

uC-zmroteosinte045f 10b2 



44263 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll3460 

195 

9.0e-18 

91 

62 

ADP, ATP CARRIER PROTEIN 2 PRECURSOR (ADP/ATP TRANSLOCASE 2) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 2) (ANT 2) 

>gi_100851_pir S16568 ADP, ATP carrier protein precursor - 

maize >gi_22164_emb_CAA41812_ (X59086) adenine nucleotide 
translocator [Zea mays] 

310621 

uC-zmroteosinte045g07b2 

BLASTX 

g4588906 

200 ' 

7.0e-16 

90 

53 

(AF118149) ribosomal protein S7 [Secale cereale] 
310622 

uC~zmroteosinte045h05b2 

BLASTX 

gl483150 

419 

3.0e-41 
115 
71 

(D84417) monodehydroascorbate reductase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310623 

uC-zmroteosinte046b06bl 

BLASTX 

g2960216 

229 

4.0e~32 

109 

70 

(AJ223384) 26S proteasome regulatory ATPase subunit 10b 
(SlOb) [Manduca sexta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



310624 

uC-zmroteosinte046c02bl 

BLASTX 

g4508069 

152 

2.0e-10 

78 

44 

(AC005882) 12246 [Arabidopsis thaliana] 
310625 

uC-zmroteosinte046g05bl 
BLASTX 



44264 



# 



NCBI GI 


g4263821 


BLAST score 


273 


E value 


4 . Ue-z4 


Match length 


Izl 


% identity 


47 


JNL/Di uescripuion 


IA^uuouo/; nypotneuicai prouein [•^■'- aciao P s - l - s 


Seq. No. 


310626 


beq. ID 


uC-zmroteosinte046h02bl 


Method 


BLAbTN 


NCBI GI 


g559535 


BLAST score 


42 


E value 


1 . Oe-14 


Match length 


78 


% identity 


o o 
00 


NCBI Description 


Z.iaays mRNA for iaetallothionein 


Seq. No. 


310627 


Seq. ID 


uC-zmroteosmteU4 /dU4d1 


Method 


tit 7\ o nrv 

BLASTX 


NCBI GI 


g2226331 


BLAST score 


213 


E value 


2 . Oe-32 


Match length 


163 


% identity 


59 


NCBI Description 


(AF001635) 'physical impedance induced protein 


Seq. No. 


310628. 


Seq. ID 


uC-zmroteosmte04 /a0 4 dz 


Method 


BLASTX 


NCBI GI 


g4544412 


BLAST score 


153 


E value 


3 . Oe-10 


Match length 


50 


% identity 


54 


nobi Description 


(ACUUoyoo) hypothetical protein LAraoiaopsis 


Seq. No. 


310629 


Seq. ID 


uC-zmroteosinte047e09bl 


Method 


DT 7\ 0 T> V 

rSLAolA 


vt/^t>T r* T 
JNUol bl 


go / uz o,3Z 


BLAST score 


141 


E value 


6.0e-09 


Match length 


72 


% identity 


42 


NCBI Description 


(AL031824) putative transcriptional regulator 



[Schizosaccharomyces pombe] >gi_3859080_emb_CAA21957_ 
(AL033406) putative alcohol dehydrogenase repressor protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310630 

uC- zmr o t eo sinte047f09bl 

BLASTX 

g453670 

472 

3.0e-47 
114 



44265 



% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



85 

(L28712) heat shock protein 26 [Zea mays] 

>gi_227776_prf 1710350A heat shock protein 26 [Zea mays] 

310631 

uC-zmroteosinte047h07bl 

BLASTN 

gl808687 

41 

1.0e-13 

73 
89 



NCBI Description S.stapfianus pSD.13 mRNA 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310632 

uC-zmroteosinte047hl0bl 

BLASTX 

g3834310 

290 

4.0e-26 

69 
81 

(AC005679) Similar to Ubiquit in-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310633 

uC-zmroteosinte047hllbl 

BLASTX 

g2668744 

708 

5.0e-75 

130 

100 

(AF034946) ubiquitin conjugating enzyme 



[Zea mays] 



310634 

uC-zmroteosinte048bl2bl 

BLASTX 

g4585988 

496 

5.0e-50 

190 

52 

(AC005287) Similar to phosphoprotein phosphatase 2A 
regulatory subunit [Arabidopsis thaliana] 

310635 

uC-zmroteosinte048e03bl 

BLASTX 

g2829688 

230 

7.0e-19 

53 

89 

CYSTEINE SYNTHASE (O-ACETYL SERINE SULFHYDRYLASE) 



44266 



(O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1076798_pir S52738 cysteine synthase (EC 4.2.99.8] 

precursor - maize >gi_758353_emb_CAA59798_ (X85803) 
cysteine synthase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310636 

uC-zmroteosinte048f 05bl 

BLASTX 

g3915186 

189 

2.0e-25 

124 

49 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PEROXIN-4) >gi_3128447 
(AF061604) ubiquitin-conjugating enzyme homolog peroxin 4 
[Pichia angusta] 



Seq. No. 
■Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310637 

uC-zmroteosinte049c03bl 

BLASTX 

g4239889 

521 

5.0e-53 

102 
98 

(AB016802) MAP kinase 5 [Zea mays] 
310638 

uC-zmroteosinte04 9d05bl 

BLASTX 

g4512682 

159 

1.0e-13 

106 

47 

(AC006931) unknown protein [Arabidopsis thaliana] 
310639 

uC-zmroteosinte049e06bl 

BLASTX 

g321029 

519 

6.0e-53 

112 

91 

potassium channel protein Slo - fruit fly (Drosophila 
melanogaster) >gi_157776 (M96840) calcium activated 
potassium channel [Drosophila melanogaster] 

310640 

uC-zmroteosinte049g07bl 

BLASTX 

gll70711 

300 

3.0e-27 

94 . 



44267 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

SHAGGY RELATED PROTEIN KINASE ASK-ALPHA 

>gi_541901_pir S41596 protein kinase ASK-alpha (EC 

2.7.1.-) - Arabidopsis thaliana >gi_460832_emb_CAA53181_ 
(X75432) shaggy related kinase [Arabidopsis thaliana] 
>gi_17 69889_emb_CAA48538_ (X68525) serine /threonine 
protein kinase [Arabidopsis thaliana] 

310641 

uC-zmroteosinte051a01b2 

BLASTX 

gl814403 

548 

4.0e-66 

173 

81 

(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

310642 

uC-zmroteosinte051c01b2 

BLASTN 

gll55264 

58 

3.0e-24 

134 

87 

Pennisetum ciliare possible apospory-associated protein 
mRNA, complete cds 

310643 

uC-zmroteosinte051e09b2 

BLASTX 

g4504279 

609 

3.0e-63 

122 
100 

H3 histone, family 3A >gi_122075_sp_P06351_H33_HUMAN 

HISTONE H3.3 (H3.B) (H3.3Q) >gi_90043_pir S10168 histone 

H3.3A - rabbit >gi_90624_pir S04186 histone H3.3 - mouse 

>gi_423678_pir S34185 histone H3 - rat 

>gi_47 6852_pir A45941 histone H3 - Atlantic surf clam 

>gi_1070596_pir HSHU33 histone H3.3 - human 

>gi__2119006_pir S61220 histone H3.3 - fruit fly 

(Drosophila melanogaster) >gi_2119007_pir S61215 histone 

H3.3 - fruit fly (Drosophila melanogaster) 

>gi_2119008_pir S20109 histone H3.3Q - fruit fly 

(Drosophila melanogaster) >gi_2119022__pir 150245 histone 

H3.3B - chicken >gi_2119023_pir S£1218 histone H3.3 - 

fruit fly (Drosophila hydei) >gi 2119024 pir S61214 
histone H3.3 - fruit fly (Drosophila hydei) 
>gi_1568_emb_CAA36179_ (X51897) H3.3A histone (AA 1-136) 
[Oryctolagus cuniculus] >gi_8046_emb_CAA37819_ (X53822) 
Histone H3.3Q [Drosophila melanogaster] 

>gi__51198__emb_CAA31940_ (X13605) Histone H3.3 (AA 1 - 136) 
[Mus musculus] >gi_63480_emb_CAA68458_ (Y00392) histone 



44268 




H3.3B (AA 1 - 136) [Gallus gallus] >gi_161190 (M17876) 
histone H3 [Spisula solidissima] >gi_211853 (M11393) 
histone 3.3 [Gallus gallus] >gi_306848 **(M11354) H3.3 
histone [Homo sapiens] >gi_306849 (M11353) H3.3 histone 
[Homo sapiens] >gi_313319_emb_CAA52035_ (X73683) histon H3 
[Rattus norvegicus] >gi_761716_emb_CAA88778__ (Z48950) 
histone H3.3 [Homo sapiens] >gi_963024__emb_CAA57078_ 
{X81206) histone ^3.3 [Drosophila hydei] 

>gi_963026_emb_CAA57081_ (X81208) histone H3.3 [Drosophila 
hydei] >gi_963029_emb_CAA57080_ (X81207) histone H3.3 
[Drosophila melanogaster] >gi_963031_emb_CAA57077_ (X81205) 
histone H3.3 [Drosophila melanogaster] 

>gi_1006654_emb_CAA57712_ (X82257) histone H3.3A variant 
[Drosophila melanogaster] >gi_1838986_emb_CAB06625_ 
(Z85979) histone H3.3A [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310644 

uC-zmroteosinte051f 01b2 

BLASTX 

g2194143 

185 # 

1.0e-13 

75 

52 

(-&C002062) No definition line found [Arabidopsis thaliana] 
310645 

uC- zmr o t eo s int e 0 5 1 f 1 lb2 

BLASTX 

g2662343 

178 

2.0e-16 

128 

50 

(D63581) EF-1 alpha [Oryza sativa] 
310646 

uC-zmroteosinte053a04b2 

BLASTX 

gl620753 

190 

3.0e-14 

61 

61 

(U72942) proteinase inhibitor [Oryza sativa] 
>gi_2829212_gb_AAC00503_ (AF044059) proteinase inhibitor 
[Oryza sativa] 

310647 

uC- zmr o t eos int e 0 5 3b 0 lb2 

BLASTX 

g4587584 

153 

5.0e-10 

60 

57 

(AC007232) unknown protein [Arabidopsis thaliana] 



44269 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310648 

uC-zmroteosinte053bl0b2 

BLASTX 

g3183237 

295 

1.0e-26 

120 

54 

HYPOTHETICAL 103.4 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C3D6.12 IN CHROMOSOME II >gi_2117308_emb_CAB09121 . 1_ 
(Z95620) trp asp repeat protein [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310649 

uC-zmroteosinte053c04b2 

BLASTX 

g3746069 

171 

5.0e-12 

104 

38 

(AC005311) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310650 

uC-zmroteosinte053c08b2 

BLASTX 

g4650844 

169 

9.0e-12 

153 

12 

(AB026190) Kelch motif containing protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310651 

uC-zmroteosinte053el0b2 

BLASTX 

g2781345 

357 

9.0e-34 

178 

46 

(AC003113) F2401.2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310652 

uC-zmroteosinte057a08bl 

BLASTX 

g2367392 

149 

2.0e-09 

56 

54 

(U82513) random slug cDNA25 protein [Dictyostelium 
discoideum] 



Seq. No. 
Seq. ID 



310653 

uC-zmroteosinte057b06bl 



44270 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl707011 

179 

3.0e-13 

40 
80 

(U78721) auxin-repressed protein isolog [Arabidopsis 
thaliana] 



Seq. No. 


310654 


Seq. ID 


uC-zmroteosinte057d09bl 


Method 


BLASTX 


NCBI GI 


g2760349 


BLAST score 


780 


E value 


2.0e-83 


Match length 


158 


% identity 


22 


NCBI Description 


(U84969) ubiquitin [Arabidopsis thaliana] 


Seq. No. 


310655 


Seq. ID 


uC-zmroteosinte058b03b2 


Method 


BLASTN 


NCBI GI 


g22275 


BLAST score 


289 


E value 


1.0e-161 


Match length 


451 


% identity 


97 


NCBI Description 


Maize mRNA for ferritin {clone FM1) 


Seq. No. 


310656 


Seq. ID 


uC-zmroteosinte058e04b2 


Method 


BLASTN 


NCBI GI 


g342676 


BLAST score 


295 


E value 


1.0e-165 


Match length 


327 


% identity 


97 


NCBI Description 


Maize (cms-T) mitochondrial TURF 2H3 sequence 




ORFs 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310657 

uC-zmroteosinte058f 06b2 

BLASTX 

gl655637 

187 

1.0e-14 

56 

62 

(Z54179) orf [Mus musculus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310658 

uC-zmroteosinte058g09b2 

BLASTX 

gl483230 

192 

1.0e-14 

128 



44271 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

(X99654) MADS 4 protein [Betula pendula] 
310659 

uC-zmroteosinte058gl0b2 

BLASTN 

g736358 

34 

1.0e-09 

58 
90 

Zea mays cell wall invertase mRNA, complete cds 
310660 

uC-zmroteosinte058h06b2 

BLASTX 

g2464880 

154 

3.0e-10 

107 
35 

(Z99707) putative protein [Arabidopsis thaliana] 
310661 

uC-zmroteosinte059b04bl 

BLASTX 

g902584 

765 

1.0e-81 

155 

17 

(U29159) polyubiquitin containing 7 ubiquitin monomers [Zea 
mays] 

310662 

uC-zmroteosinte059c04bl 

BLASTX 

g3695404 

307 

6.0e-28 

150 

47 

(AF096373) contains similarity to DnaJ domains (Pfam: 
PF00226, E=5.8e-13) [Arabidopsis thaliana] 
>gi_4538977_emb__CAB39765.1_ (AL049487) putative protein 
[Arabidopsis thaliana] 

310663 

uC-zmroteosinte059cllbl 

BLASTX 

gll9355 

585 

1.0e-60 

144 
82 

ENOLASE 1 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 1) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 



44272 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_100869j?ir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 

310664 

uC-zmroteosinte059e03bl 

BLASTX 

g4557565 

176 

4.0e-21 

113 
49 

excision repair cross-complementing rodent repair 
deficiency, complementation group 6 

>gi_416959_sp_Q03468_ERC6_HUMAN EXCISION REPAIR PROTEIN 
ERCC-6 (COCKAYNE SYNDROME PROTEIN CSB) 

>gi_345826_pir A44224*-DNA repair helicase ERCC6 - human 

>gi_182181 (L04791) excision repair protein [Homo sapiens] 

310665 

uC-zmroteosinte059e07bl 

BLASTX 

gl362108 

493 

7.0e-50 

119 

84 

histone H3 homolog - common tobacco 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310666 

uC-zmroteosinte059f 04bl 

BLASTX 

g2809324 

170 

7.0e-12 

160 
32 

(U67280) calumenin [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310667 

uC-zmroteosinte059f06bl 

BLASTX 

g2429467 

158 

2.0e-10 

85 
39 

(AF025462) contains similarity to glutathione S 
transferases [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310668 

uC-zmroteosinte059f08bl 

BLASTX 

g960289 

141 

9.0e-09 

101 



44273 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 

(L34343) anthranilate synthase alpha subunit [Ruta 
graveolens] 



310669 

uC-zmroteosinte059gl0bl 

BLASTX 

g3402722 

338 

1.0e-31 

125 

50 

(AC004261) CPDK- related protein 



[Arabidopsis thaliana] 



310670 

uC-zmroteosinte059h09bl 

BLASTX 

g4371280 

208 

2.0e-16 

119 
41 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
310671 

uC-zmroteosinte060c07bl 

BLASTX 

g312179 

507 

2.0e-58 

118 

98 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde- 3-phosphate 
dehydrogenase [Zea mays] 

310672 

uC-zmroteosinte060c08bl 

BLASTX 

gl70354 

612 

7.0e-64 

127 

21 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 
310673 

uC-zmroteosinte060e08bl 

BLASTX 

g719291 

437 

3.0e-43 

155 

63 

(U19134) unknown [Arabidopsis thaliana] 



44274 



>gi_1095007_prf 2107236A SABRE gene [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310674 

uC-zmroteosinte060ellbl 

BLASTX 

g!175468 

144 

8.0e-12 

146 

30 

HYPOTHETICAL 47.3 KD PROTEIN C22G7.07C IN CHROMOSOME I 

>gi_2130328_pir S62451 hypothetical protein SPAC22G7.07c - 

fission yeast (Schizosaccharomyces pombe) 

>gi_1009457_emb_CAA91131.1_ (Z54328) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310675 

uC-zmroteosinte060f06bl 

BLASTX 

g3668151 

150 

8.0e-10 

53 

60 

(AL031764) putative FAD synthetase [Schizosaccharomyces 
pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310676 

uC-zmroteosinte060f08bl 

BLASTX 

g2827552 

147 

3.0e-09 

59 

42 

(AL021635) predicted protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310677 

uC-zmroteosinte060h!0bl 

BLASTX 

g2384956 

153 

5.0e-10 
99 
37 

(AF022985) 
elegans] 



No definition line found [Caenorhabditis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310678 

uC-zmroteosinte061el2b2 

BLASTX 

g2464914 

262 

8.0e-23 

96 

54 

(Z99708) hypothetical protein [Arabidopsis thaliana] 



44275 



Seq. No, 310679 

Seq. ID uC-zmroteosinte061f 03b2 

Method BLASTX 

NCBI GI g2058273 

BLAST score 342 

E value 5.0e-32 

Match length 142 

% identity 49 

NCBI Description (D83527) YK426 [Oryza sativa] 

Seq. No. 310680 

Seq. ID uC-zmroteosinte061h04b2 

Method BLASTX 

NCBI GI g4512653 

BLAST score 155 

E value 1.0e-21 

Match length 97 

% identity 61 

NCBI Description (AC007048) unknown protein [Arabidopsis thaliana] 

Seq. No. 310681 

Seq. ID uC-zmroteosinte062e05bl 

Method BLASTX 

NCBI GI g4510377 

BLAST score 169 

E value 6.0e-12 

Match length 103 

% identity 36 

NCBI Description (AC007017) putative RNA helicase A [Arabidopsis thaliana] 

Seq. No. 310682 

Seq. ID uC-zmroteosinte062g08bl 

Method BLASTX 

NCBI GI gll22317 

BLAST score 242 

E value 4.0e-22 

Match length 111 

% identity 58 

NCBI Description (X94193) heat shock protein 17.9 [Pennisetum glaucum] 

Seq. No. 310683 

Seq. ID uC-zmroteosinte062gllbl 

Method BLASTX 

NCBI GI g3445397 

BLAST score 512 

E value 6.0e-52 

Match length 153 

% identity 66 

NCBI Description (AJ010166) S-domain receptor-like protein kinase [Zea mays] 

Seq. No. 310684 

Seq. ID uC-zmroteosinte063b01bl 

Method BLASTX 

NCBI GI gl813595 

BLAST score 398 

E value 1.0e-38 



44276 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



113 
65 

(U73749) xylan endohydrolase isoenzyme X-I [Hordeum 
vulgare] 



310685 

uC-zmroteosinte063b04bl 

BLASTN 

g2623247 

69 

2.0e-30 

125 

89 

Zea mays SU1 isoamylase 



[sugaryl) gene, complete cds 



310686 

uC-zmroteosinte063e02bl 

BLASTX 

g899608 

768 

4.0e-82 

158 
22 

(U29158) polyubiquitin [Zea mays] 
310687 

uC-zmroteosinte063h08bl 

BLASTX 

g2582193 

242 

9.0e-21 

91 

56 

(AF017443) NAD-malic enzyme; diphosphopyridine nucleotide 
(NAD+) -dependent -malic enzyme [Sinorhizobium meliloti] 



Seq. No. 


310688 


Seq. ID 


uC-zmroteosinte064f 05bl 


Method 


BLASTX 


NCBI GI 


g4138912 


BLAST score 


344 


E value 


6.0e-33 


Match length 


77 


% identity 


73 


NCBI Description 


(AF059487) expansin precursor [Lycoper 


Seq. No. 


310689 


Seq. ID 


uC-zmroteosinte066b08bl 


Method 


BLASTX 


NCBI GI 


g2662310 


BLAST score 


317 


E value 


2.0e-29 


Match length 


106 


% identity 


61 


NCBI Description 


(AB009307) bpwl [Hordeum vulgare] 


Seq. No. 


310690 



44277 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosinte066e01bl 

BLASTX 

g433970 

230 

4.0e-19 

101 

11 

(Z28649) 



polyubiquitin [Acetabularia cliftonii] 



310691 

uC-zmroteosinte066e04bl 

BLASTN 

g22161 

37 

2.0e-ll 

85 
86 

Z.mays MANT1 mRNA for adenine nucleotide translocator 
called AD P/ ATP translocase) 



(also 



Seq. No. • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



310692 

uC-zmroteosinte066f 12bl 

BLASTX 

g3914423 

341 

3.0e-32 

89 

71 

PROFILIN 4 >gi_2642324 (AF032370) 



310693 

uC-zmroteosinte066g07bl 

BLASTX 

g2851538 

373 

7.0e-36 

107 

67 

TRYPTOPHANYL-TRNA SYNTHETASE 
(TRPRS) 



profilin [Zea mays] 



(TRYPTOPHAN — TRNA LIGASE) 



310694 

uC-zmroteosinte066hl2bl 

BLASTN 

gl841354 

47 

3.0e-17 

63 

94 

Oryza sativa mitochondrial DNA for cytochrome c oxidase 
subunit Vb precursor, complete cds 

310695 

uC-zmroteosinte067a02bl 

BLASTX 

g2326188 

282 



44278 



E value 
Match length 
% identity 
NCBI Description 



4.0e-25 

156 
41 

(U81606) mixed-linked glucanase precursor [Cochliobolus 
carbonum] 



Seq. No. 


310696 


Seq, ID 


uC-zmroteosinte067a06bl 


Method 


BLASTX 


NCBI GI 


g2982451 


BLAST score 


592 


E value 


2.0e-61 


Match length 


173 


% identity 


73 


NCBI Description 


(AL022223) putative protein [Arabi 


Seq. No. 


310697 


Seq. ID 


uC-zmroteosinte067c05bl 


Method 


BLASTN 


NCBI GI 


g4204371 


BLAST score 


151 


E value 


2.0e-7 9 


Match length 


243 


% identity 


91 




Zea mays acidic ribosomal protein 




complete cds 


Seq. No. 


310698 


Seq. ID 


uC-zmroteosinte067c08bl 


Method 


BLASTN 


NCBI GI 


g575425 


BLAST score 


122 


E value 


6.0e-62 


Match length 


399 


& "i Hpt")1~ t 1~ v 


95 


NCBI Description 


Z.mays mRNA for sugar-starvation : 


Seq. No. 


310699 


Seq. ID 


uC-zmroteosinte067d02bl 


Method 


BLASTX 


NCBI GI 


g3063471 


BLAST score 


206 


E value 


3.0e-16 


Match length 


121 


% identity 


37 


NCBI Description 


(AC003981) F22013.33 [Arabidopsis 


Seq. No. 


310700 


Seq. ID 


uC-zmroteosinte067dllbl 


Method 


BLASTX 


NCBI GI 


g3935168 


BLAST score 


344 


E value 


3.0e-32 


Match length 


153 



-2 (rpp2a-2) mRNA, 



% identity 

NCBI Description 



57 

(AC004557) 



F17L21.11 [Arabidopsis thaliana] 



44279 



Seq. No-. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310701 

uC-zmroteosinte067f 02bl 

BLASTX 

g465008 

390 

5.0e-41 

106 
79 

UREASE (UREA AMI DOHYDROLASE ) >gi__418642_pir URJB urease 

(EC 3.5.1.5) - jack bean 



Seq. No. 


310702 


Seq. ID 


uC-zmroteosinteuooDUoDi 


Method 


BLASTX 


NCBI GI 


g2196672 


BLAST score 


419 


E value 


■ 4.0e-41 


Match length 


119 


% identity 


73 


NCBI Description 


(Y08807) HMGdl [Zea mays; 


Seq. No. 


310703 


Seq. ID 


uC-zmroteosinte068bllbl 


Method 


BLASTX 


NCBI GI 


g284587 


BLAST score 


224 


E value 


3.0e-18 


Match length 


109 


% identity 


43 


NCBI Description 


Ca2+-transporting ATPase 




(fragment) >gi_163550 (Mi 




ATPase [Bos taurus] 


Seq. No. 


310704 


Seq. ID 


uC-zmroteosinte068c03bl 


Method 


BLASTX 


NCBI GI 


g746401 


BLAST score 


233 


E value 


3.0e-19 


Match length 


77 



(EC 3.6.1.38) PMCA4b - bovine 
3364) plasma membrane calcium 



% identity 

NCBI Description 



57 

(U01376) 



ATP-binding protein [Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310705 

uC-zmroteosinte068d08bl 

BLASTX 

g3415009 

221 

8.0e-18 

93 

48 

(AF080245) sesquiterpene synthase 



[Elaeis oleifera] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



310706 

uC-zmroteosinte068dl0bl 

BLASTX 

g2492519 



44280 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



774 

1.0e-82 

151 

99 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 

310707 

uC-zmroteosinte068h!0bl 

BLASTX 

g3169883 

463 

3.0e-46 

161 

57 

(AF033194 ) dehydroquinate dehydratase/shikimate : NADP 
oxidoreductase [Lycopersicon esculentum] >gi_3169888 
(AF034411) dehydroquinate dehydratase/shikimate: NADP 
oxidoreductase [Lycopersicon esculentum] 

310708 

uC-zmroteosinte069a06bl 

BLASTX 

g2662310 

415 

6.0e-41 

105 

79 

(AB009307) bpwl [Hordeum vulgare] 



310709 

uC-zmroteosinte069bl2bl 

BLASTN 

g4416300 

109 

3.0e-54 

197 

45 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



310710 

uC-zmroteosinte069c08bl 

BLASTX 

g3927830 

411 

4.0e-40 

166 

53 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
310711 

uC-zmroteosinte069cl0bl 

BLASTX 

g322752 

456 



44281 



E value 
Match length 
% identity 
NCBI Description 



7.0e-61 

154 
77 

auxin- independent growth promoter - Nicotiana tabacum 
>gi_559921_emb_CAA56570_ (X80301) axi 1 [Nicotiana tabacum] 



Seq. No. 


310712 


Seq. ID 


uC-zmroteosrnte069d05bl 


Method 


BLASTX 


NCBI GI 


g2914706 


BLAST score 


299 


E value 


3. Oe-27 


Match length 


107 


% identity 


5o 


NCBI Description 


(AC003974) putative homeobox ; 


Seq. No. 


310713 


Seq. ID 


uC-zmroteosinte069e01bl 


Method 


BLASTX 


NCBI GI 


g266578 


BLAST score . 


177 


E value 


5.0e-13 


Match length 


56 


% identity 


59 


NCBI Description 


METALLOTHIONEIN-LIKE PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 >gi_100898_pir S17560 

metallothionein-like protein - maize >gi_236730_bbs__57 629 
(S57628) metallothionein homologue [Zea mays, Peptide, 7 6 
aa] [Zea mays] >gi_559536_emb_CAA57676__ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



310714 

uC-zmroteosinte069h02bl 

BLASTN 

g293885 

253 

1.0e-140 

308 
96 

Zea diploperennis alcohol dehydrogenase 1 
exons 4 through 10 



(Adhl) gene, 



Seq. No. 
Seq. ID 
Method 



310715 

uC-zmroteosint eO 69h04bl 

BLASTX 

g729051 

454 

3.0e-45 

127 
71 

CALTRACTIN (CENTRIN) >gi_444342_prf 1906390A 

caltractin-like protein [Atriplex nummularia] 

310716 

uC-zmroteosinte070cl2bl 
BLASTX 



44282 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



g4099148 
297 

1.0e-36 

150 
58 

(U84268) YLP [Hordeum vulgare] 
310717 

uC-zmroteosinte070e02bl 

BLASTX 

g4584255 

188 

2.0e-14 

70 
53 

(Y18471) SINAlp [Vitis vinifera] 
310718 

uC-zmroteosinte070el0bl 

BLASTX 

g!709927 

433 

9.0e-43 

147 

57 

PROBABLE MULTIFUNCTIONAL PROTEIN ADE2 

( PHOSPHORIBOSYLAMINOIMIDAZOLE-SUCCINOCARBOXAMIDE SYNTHASE 
(SAICAR SYNTHETASE) / PHOSPHORIBOSYLAMINOIMIDAZOLE 
CARBOXYLASE (AIR CARBOXYLASE) (AIRC) ) >gi_1053219 (U39848) 
coded for by C. elegans cDNA yk92a5.5; coded for by C. 
elegans cDNA yk58g5.5; coded for by C. elegans cDNA 
yk55a3.5; coded for by C. elegans cDNA yk70bl.5; coded for 
by C- elegans cDNA yk58g5.5; coded for by C, elegans cDNA 
ykl24e4 

310719 

uC-zmroteosinte070ellbl 

BLASTN 

g498772 

59 

2.0e-24 

95 

91 

Z.mays (cv DH5xDH7) hsp70-4 mRNA for heat shock protein 
310720 

uC-zmroteosinte070el2bl 

BLASTX 

g3378495 

191 

2.0e-14 

76 

53 

(AJ007580) Mitochondrial carrier protein [Ribes nigrum] 
310721 

uC-zmroteosinte070f02bl 



44283 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2244740 

156 

1.0e-10 

78 

41 

(D88417) 



endo-1, 4-beta-glucanase [Gossypium hirsutum] 



310722 

uC-zmroteosinte070f 12bl 

BLASTX 

g2978452 

415 

1.0e-40 

119 
71 

(AE001274) MCAK; L54 9.3 



[Leishmania major] 



310723 

uC-zmroteosinte070g01bl 

BLASTX 

g2129742 

205 

3.0e-16 

60 
65 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_22528 69 (AF013294) No 
definition line found [Arabidopsis thaliana] 

310724 

uC-zmroteosinte072a06b2 

BLASTX 

g3461814 

145 

3.0e-09 

94 

41 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
310725 

uC-zmroteosinte072allb2 

BLASTX 

g3461814 

179 

5.0e-13 

112 

46 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
310726 

uC-zmroteosinte072el2b2 

BLASTX 

gl848225 



44284 



BLAST score 


190 


E value 


3.0e-14 


fjatcn leiiytii 


D D 


15 identity 




nldi Description 


luoouyu j nonspecmc npici tidiibici pioit 






Q dry T\\r\ 


*31 0101 


uc^ • XL/ 


nf— 7TT)Tr>rpnc: i nt - pf) 79 "f ft 7 r>9 




BLASTX 




rr^Q e;n 1 OR 


BLAST score 


320 


E value 


2.0e-29 


tuff +• 1 ^r4^ \t% 

ixiatcn lenyLii 


1 / *1 


•s laeniiiy 


4 1 


NCBI Description 


^aluoj jOo j putative caiciuiui transporting 






beg. no. 


JlU l Z.0 


oeq. ijj 


u^- ziuirot sos mteu / ziizjj^ 




RT,A9TN 


NCBI GI 


g473602 


BLAST score 


53 


E value 


7 Aa- 91 

/ . ue - z l 


Match length. 




^ identity 


O Q 


UcbCIiptlUIl 


7aa tyi2 wo TiJ—OO Ui cT"nno LI O Zl mTSKTil r^oTYir^l of o 
iicci Xllciyo W ZZ nio LOIlc n^rx XLl£\tNri f tvJIlipitittS 


beq. No. 


JlU I £ y 


beg. iu 


zmroteosmt eu /oauioi 






VfpTDT nj 


rrl 1 7^9^7 


DiinDl SCOlc 


1 Q1 

-L V X 


E value 


8.0e-15 


Match length 


65 


9- ~t ✓"J S~\ TT*\ 4~ T 4~" T 7* 

luentity 


DO 


lnv^idx uescripi.ion 


KlDvJbUt v irt.ij rKUIililN b^O -^gi OZi70DU pir 




protein bzo — maize >gi od/ooz eniD laao / 




cnrSnni +■ t^-t K/^o OTYi a 1 t~\ v*ot*oi n Q O Q f 7oa rri 3 wc 1 
oUJJUnx L HJJUoUluaX pi-vJCti-Lll o^o [£jca iLLdyoj 


beg* jno. 


oil) / 


beq. iu 


uu zinroteosint eu /oauzoi 


Ma +- Vi s-i 




NCBI GI- 


gl332579 


BLAST score 


205 


E value 


c Ho- 1 Q 
D . Uc 1 


Match length 


oZ 


t> identity 


7 
/ 


iNuoi Description 


(Aytsuoj; poiyuDiquitm [irinus syivestris 


beq. No. 


oil) /ol 


c AfT -rn 


nf 1 -7TT)T"nT"on<3 , l Trhofn ^aH^V^I 
Z>lLLLUtcUolllLcU / JaU UJJl 


Method 


BLASTX 


NCBI GI 


g3004950 


BLAST score 


327 


E value 


1.0e-30 


Match length 


103 



(X82124) small 



44285 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays] 
310732 

uC- zmroteos int e 0 7 3b0 6b 1 

BLASTX 

g4206208 

242 

2.0e-20 

79 

54 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4263041_gb_AAD15310_ (AC005142) hypothetical protein 
[Arabidopsis thaliana] 

310733 

uC-zmroteosinte073c01bl 

BLASTX 

g309557 

498 

2.0e-50 

154 

70 

(L21007) chaperonin 60 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310734 

uC-zmroteosinte073c04bl 

BLASTX 

g4586058 

270 

7.0e-24 

100 

53 

(AC007020) unknown protein [Arabidopsis thaliana] 
310735 

uC-zmroteosinte073f02bl 

BLASTX 

g322525 

641 

3.0e-67 

144 
83 

omnipotent suppressor protein SUP1 homolog {clone A18) - 
Arabidopsis thaliana (fragment) >gi_16512_emb_CAA49171_ 
(X69374) similar to yeast omnipotent suppressor protein 
SUP1 (SUP45); ORF [Arabidopsis thaliana] 

310736 

uC-zmroteosinte073g02bl 

BLASTX 

g4558669 

573 

4.0e-59 

180 
61 

(AC007063) putative vanadate resistance protein 



44286 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310737 

uC-zmroteosinte073h06bl 

BLASTX 

g82684 

203 

2.0e-16 

68 
59 

dehydrin 
dehydrin 



3 - maize >gi__18964_emb_CAA33364_ 
(AA 1-167) [Zea mays] 



(X15290) 



310738 

uC-zmroteosinte073h08bl 

BLASTX 

g2911044 

387 

4.0e-39 

140 

63 

(AL021961) putative protein [Arabidopsis thaliana] 
310739 

uC-zmroteosinte073hl2bl 

BLASTN 

gl8963 

167 

4.0e-89 

231 

93 

Z.mays mRNA for dehydrin (dhn3) 
310740 

uC-zmroteosinte074c04bl 

BLASTX 

g2772934 

222 

3.0e-18 

119 

40 

(AF030357) C-8,7 sterol isomerase; aSIl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



310741 

uC-zmroteosinte074e03bl 

BLASTX 

gl912395 

676 

3.0e-71 

174 

68 

(U49169) vacuolar H+-ATPase A subunit 
discoideum] 

310742 

uC-zmroteosinte074f 04bl 



[Dictyostelium 



44287 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI 'Description 



BLASTX 

gl26938 

695 

2.0e-73 

176 

78 

PUTATIVE ATP -DE PEN DENT RNA HELICASE 
helicase [Drosophila melanogaster] 



>gi_157594 (M59926) RNA 



310743 

uC-zmroteosinte074h02bl 

BLASTX 

g3287693 

360 

3.0e-34 

121 

60 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



310744 

uC-zmroteosinte074h09bl 

BLASTX 

g4455327 

166 

2.0e-ll 

80 

47 

(AL035525) hypothetical protein [Arabidopsis thaliana] 



310745 

uC-zmroteosinte075a03bl 

BLASTN 

g4587641 

34 

1.0e-09 

50 

92 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F20D21 genomic 



310746 

uC-zmroteosinte075a04bl 

BLASTX 

g2654870 

418 

8.0e-50 

144 

75 

(AF015302) RbohAOsp [Oryza sativa] 
310747 

uC-zmroteosinte075a05bl 

BLASTX 

g626042 

453 



44288 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-45 l 

161 

57 

beta-glucosidase, root meristem (EC 3.2.1.-) precursor - 
maize >gi_435313_emb_CAA52293_ (X74217) beta-glucosidase 
[Zea mays] 

310748 

uC-zmroteosinte075a06bl 

BLASTX 

g2961378 

291 

2.0e-26 

94 

30 

(AL022141) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310749 

uC-zmroteosinte075b03bl 

BLASTX 

g2702268 

243 • 

1.0e-20 

69 

62 

(AC003033) putative cellulase [Arabidopsis thaliana] 
310750 

uC-zmroteosinte075b06bl 

BLASTN 

g559535 

345 

0.0e+00 

388 

97 

Z.mays mRNA for metallothionein 
310751 

uC-zmroteosinte075c09bl 

BLASTX 

g4191789 

160 

7.0e-ll 

56 
62 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310752 

uC-zmroteosinte075e08bl 

BLASTX 

g4103635 

290 

5.0e-26 

98 

53 

(AF026538) ABA- responsive protein [Hordeum vulgare] 



44289 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310753 

uC-zmroteosint e07 6a0 4b2 

BLASTX 

g312179 

297 

4.0e-27 

109 

63 

(X73151) glycer aldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310754 

uC-zmroteosinte076b04b2 

BLASTX 

g2760349 

186 

3.0e-14 

103 
15 

(U84969) ubiquitin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310755 

uC-zmroteosinte076b09b2 

BLASTX 

g2660674 

331 

9.0e-31 

171 

44 

(AC002342) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310756 

uC- zmrot eosinte07 6d0 6b2 

BLASTN 

g4574239 

36 

7.0e-ll 

64 

89 

Tortula ruralis ribosomal protein S14 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310757 

uC-zmroteosinte076h02b2 

BLASTX 

g3451069 

387 

2.0e-37 

154 

54 

(AL031326) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



310758 

uC-zmroteosinte076h06b2 



44290 



Method 


BLASTX 


NCBI GI 


g2462762- 


BLAST score 


154 


E value 


3.0e-10 


Match length 


112 


% identity 


41 


NCBI Description 


(AC0Q2292) Highly similar to auxm-maucea pronein 


(alcio/ Keto reaucrase ramny; [RraDiciopoio Liidx_Lctiici j 


Seq. No. 


310759 


Seq. ID 


uC-zmroteosinteu / oniuoz 


Method 


BLASTX 


NCBI GI 


gl363487 


BLAST score 


186 


E value 


8.0e-14 


Match length 




% identity 


44 


NCBI Description 


IAA7 protein - Arabiaopsis tnaiiana >gi_y/zyi/ ^uio^u. 




IAA7 [Arabidopsis thaliana] 


Seq. No. 


310760 


Seq. ID 


uC-zmroteosinteu / /alzDl 


Method 


BLASTX 


NCBI GI 


g3413704 


BLAST score 


255 


E value 


3.06^22 


Match length 


72 


% identity 


64 


NCBI Description 


(AC004747) hypothetical protein LArar>iaopsis tnaiiana 


Seq. No. 


310761 


Seq. ID 


uC-zmroteosinte077b08bl 


Method 


BLASTN 


NCBI GI 


g218130 


BLAST score 


32 


E value 


5.0e-09 


Match length 


44 


% identity 


93 


NCBI Description 


Rice mRNA for Ribosomal protein S15 


Seq. No. 


310762 


Seq. ID 


uC-zmroteosmteuv/clObl 


Method 


BLASTN 


NCBI GI 


g3290003 


BLAST score 


49 


E value 


4.0e-19 


Match length 


53 


% identity 


98 


NCBI Description 


Zea mays pathogenesis related protein- 1 (PR-1) mRNA, 




complete cds 


Seq. No. 


310763 


Seq. ID 


uC-zmroteosinte077d06bl 


Method 


BLASTX 


NCBI GI 


g2392056 


BLAST score 


170 


E value 


3.0e-12 



44291 



Match length 

% identity 

NCBI Description 



52 
69 

Chain A, Class 3 Aldehyde Dehydrogenase Complex With 
Nicotinamide-Adenine-Dinucleotide >gi_2392057_pdb_lAD3_B 
Chain B, Class 3 Aldehyde Dehydrogenase Complex With 
Nicotinamide-Adenine-Dinucleotide 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310764 

uC-zmroteosinte077e06bl 

BLASTX 

g3746071 

174 

7.0e-13 

46 

72 

(AC005311) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



310765 

uC-zmroteosinte077el0bl 

BLASTX 

g549986 

194 

6.0e-15 

46 
80 

(U13149) 
ciliare] 



possible apospory-associated protein [Pennisetum 



310766 

uC-zmroteosinte077f 12bl 

BLASTX 

g66009 

182 

5.0e-14 

55 
71 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1. 
cytosolic - maize >gi_22238_emb_CAA30151_ (X07156) 
(AA 1-337) [Zea mays] 



12) C, 
GADPH 



310767 

uC-zmroteosinte077hllbl 

BLASTX 

g3482974 

190 

6.0e-15 

58 
71 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

310768 

uC-zmroteosinte078gl0bl 

BLASTX 

g2160144 

294 



44292 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



5.0e-27 

74 

68 

(AC000375) Strong similarity to Arabidopsis oligopeptide 
transporter (gb_X77503) . [Arabidopsis thaliana] 

310769 

uC- zmr o t e&s inte080a09bl 

BLASTX 

g4589974 

314 

6.0e-29 

119 

50 

(AC007195) unknown protein [Arabidopsis thaliana] 
310770 

uC-zmroteosinte080c02bl 

BLASTX 

g3320104 

301 

1.0e-39 

100 
85 

(AJ007366) calcium-dependent protein kinase [Zea mays] 
310771 

uC-zmroteosinte080d08bl 

BLASTX 

g3702317 

165 

1.0e-ll 

38 
84 

(AC005397) unknown protein [Arabidopsis thaliana] 
>gi_4559376_gb_AAD23036.1_AC006526_l (AC006526) unknown 
protein [Arabidopsis thaliana] 

310772 

uC- zmrot eo s int e 0 8 Odl Obi 

BLASTX 

g2497486 

424 

2.0e-44 

118 

77 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 

310773 

uC-zmroteosinte080g01bl 

BLASTX 

gl370603 

169 

6.0e-12 
35 



44293 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

(X98245) annexin p35 [Zea mays] 
310774 

uC-zmroteosinte080g06bl 

BLASTX 

g3970880 

172 

4.0e-12 

69 

49 

(AB015724) nuclear receptor binding factor-1 
norvegicus] 

310775 

uC- zmrot eos int e 0 8 OhO 6bl 

BLASTX 

g4588002 

323 

6.0e-30 
135 
50 

(AF085279) 
thaliana] 



[Rattus 



hypothetical ankyrin-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310776 

uC-zmroteosinte082b01b2 

BLASTX 

g3142292 

194 

4.0e-25 

88 

68 

(AC002411) Contains similarity to tetratricopeptide repeat 
protein gb_U46571 from home sapiens. EST gb_Z47802 and 
gb_Z48402 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310777 

uC-zmroteosinte082d03b2 

BLASTX 

g!350969 

374 

1.0e-35 

104 

72 

40S RIBOSOMAL PROTEIN S26 (S31) >gi_971284_dbj_ 
(D38011) ribosomal protein S31 [Oryza sativa] 



BAA07208 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310778 

uC-zmroteosinte082gl2bl 

BLASTX 

g3548802 

335 

2.0e-31 

138 

48 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 



44294 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%, identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4335769_gb__AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

310779 

uC-zmroteosinte083c03bl 

BLASTX 

g4539660 

441 

4.0e-57 

187 , 
63 

(AF061282) polyprotein [Sorghum bicolor] 



310780 

uC-zmroteosinte083c06bl 

BLASTN 

g4321977 

71 

2.0e-31 

163 

86 

Zea mays beta-amylase (Amy2) 



gene, complete cds 



310781 

uC-zmroteosinte083f 07bl 

BLASTX 

g!168493 

286 

2.0e-25 

75 

75 

ARGINASE >gi_602422 (D15019) arginase [Arabidopsis 
thaliana] >gi_4325373_gb_AAD17369_ (AF128396) Arabidopsis 
thaliana arginase (SW:P46637) (Pfam: PF00491, Score=419.6, 
E=3.7e-142 N=l) [Arabidopsis thaliana] 

310782 

uC-zmroteosinte084a03bl 

BLASTX 

g3522929 

163 

8.0e-12 

57 

58 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

310783 

uC-zmroteosinte084c08bl 

BLASTX 

g3169170 

229 

7.0e-19 

59 
76 

(AC004401) putative chloroplast envelope Ca2+-ATPase, 5' 



44295 



partial [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310784 

uC-zmroteosinte084cllbl 

BLASTX 

g3377819 

213 

3.0e-17 - 

76 

59 

(AF076275) No definition line found [Arabidopsis thaliana] 
310785 

uC-zmroteosinte084d05bl 

BLASTX 

g3859597 

173 

1.0e-12 

83 
46 

(AF104919) No definition line found [Arabidopsis thaliana] 
310786 

uC-zmroteosinte084d09bl 

BLASTX 

g2661179 

266 

4.0e-23 

135 

39 

(U80984) AtZWIO [Arabidopsis thaliana] 
310787 

uC-zmroteosinte084e04bl 

BLASTN 

gll84771 

41 

4.0e-14 

93 
86 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC2 
(gpc2) mRNA, complete cds 

310788 

uC-zmroteosinte084el0bl 

BLASTX 

g486849 

424 

8.0e-47 

116 

80 

licheninase (EC 3.2.1.73) precursor - wheat 
>gi_311764_emb_CAA80493_ (Z22874) (1,3;1,4) beta glucanase 
[Triticum aestivum] 



Seq. No. 
Seq. ID 



310789 

uC-zmroteosinte084ellbl 



44296 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4531444 

323 

6.0e-30 

140 

51 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
310790 

uC-zmroteosinte084f04bl 

BLASTX 

g2811226 

296 

1.0e-26 

153 

41 

(AF042669) fimbrin 2 [Arabidopsis thaliana] >gi__2811232 
(AF042671) fimbrin 2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310791 

uC-zmroteosinte084h02bl 

BLASTX 

g4539370 

222 

1.0e-18 

76 
66 

(AL049525) UDP-galactose 4-epimerase-like protein 
[Arabidopsis thaliana] 

310792 

uC-zmroteosinte084hl2bl 

BLASTX 

g4587993 

187 

5.0e-14 

99 
41 

(AF085279) hypothetical protein [Arabidopsis thaliana] 
310793 

uC-zmroteosinte085c09bl 

BLASTX 

g3776027 

138 

7.0e-09 

49 

59 

(AJ010475) RNA helicase [Arabidopsis thaliana] 
310794 

uC-zmroteosinte085e02bl 

BLASTX 

gl658315 

325 

4.0e-30 
96 



44297 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ^identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



61 

(Y08988) osr40g3 [Oryza sativa] 
310795 

uC-zmroteosinte085e08bl 

BLASTX 

gll9150 

178 

2.0e-13 

77 

55 

ELONGATION FACTOR 1-ALPHA (EF-1 -ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

310796 

uC-zmroteosinte086b01bl 

BLASTX 

g4210451 

154 

5.0e-10 

107 
40 

(AB016472) ARR2 protein [Arabidopsis thaliana] 
310797 

uC-zmroteosinte086d06bl 

BLASTX 

gll72809 

203 

9.0e-16 

60 

70 

60S RIBOSOMAL PROTEIN L10 (QM PROTEIN HOMOLOG) >gi__4 68056 
(U06108) QM protein [Zea mays] 

310798 

uC-zmroteosinte086e09bl 

BLASTN 

g945021 

137 

6.0e-71 

141 

99 

Z.mays DNA for tbpl gene 
310799 

uC-zmroteosinte086ellbl 

BLASTX 

g3047114 

175 

2.0e-12 

59 

58 



44298 



NCBI Description (AF058919) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310800 

uC-zmroteosinte086f Olbl 

BLASTX 

g2501555 

186 

6.0e-20 

91 

71 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148] 
possible apospory-associated protein [Pennisetum ciliare] 

310801 

uC-zmroteosinte08 6g05bl 

BLASTX 

g4220511 

325 

4.0e-30 
140 
51 

(AL035356J 
thaliana] 



DNA polymerase III like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310802 

uC-zmroteosinte086g07bl 

BLASTX 

g3645899 

171 

2.0e-12 

82 
54 

(U68408) 5 f end not determined experimentally [Zea mays] 
310803 

uC-zmroteosinte086h09bl 

BLASTX 

g232282 

344 

2.0e-32 

143 

50 

22.0 KD CLASS IV HEAT SHOCK PROTEIN PRECURSOR 

>gi_4777 60_pir B4 8113 heat shock protein HSP22.0 - soybean 

>gi_18661_emb_CAA44882_ (X63198) heat shock protein 
[Glycine max] 

310804 

uC-zmroteosinte087a04b2 

BLASTX 

g2982451 

551 

2.0e-56 

174 

72 

(AL022223) putative protein [Arabidopsis thaliana] 



44299 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310805 

uC-zmroteosinte087a06b2 

BLASTX 

g4582445 

169 

5.0e-12 

40 

72 

(AC007071) unknown protein [Arabidopsis thaliana] 
>gi_4589952_gb_AAD26470.1_AC007169_2 (AC007169) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310806 

uC-zmroteosinte087b03b2 

BLASTX 

gl381154 

200 

2.0e-15 

61 

57 

(U58278) WCOR719 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

,NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310807 

uC-zmroteosinte087b06b2 

BLASTX 

g4206195 

224 

3.0e-18 

56 

68 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb_AAD14469_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310808 

uC-zmroteosinte087e02b2 

BLASTX 

g3318615 

742 

6.0e-79 

186 

74 

(AB016065) 
sativa] 



mitochondrial phosphate transporter [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310809 

uC-zmroteosinte087ellb2 

BLASTX 

g3935157 

145 

1.0e-16 

85 

60 

(AC005106) T25N20.21 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



310810 

uC-zmroteosinte087h06b2 



44300 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl36140 

225 

2.0e-18 

140 

35 

PUTATIVE AC 9 TRANSPOSASE >gi_72973_pir_ 
transposase - maize transposon Ac9 



TQZMCA probable 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310811 

uC-zmroteosinte088g06bl 

BLASTX 

g82696 

366 

3.0e-35 

86 

81 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

310812 

uC-zmroteosinte090allb2 

BLASTX 

g82696 

180 

4.0e-21 

79 
71 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

310813 

uC-zmroteosinte090cl2b2 

BLASTX 

g4510349 

166 

2.0e-ll 

96 

54 

(AC006921) putative bZIP transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310814 

uC-zmroteosinte090e05b2 

BLASTX 

gll68518 

232 

4.0e-19 

88 
56 

APURINIC ENDONUCLEASE-REDOX PROTEIN (DNA- (APURINIC OR 
APYRIMIDINIC SITE) LYASE) >gi_472869_erab_CAA54234_ (X76912) 
ARP protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



310815 

uC-zmroteosinte090f08b2 
BLASTN 



44301 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2226328 
41 

8.0e-14 

200 
80 

Zea mays physical impedance induced protein (IIG1) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310816 

uC-zmroteosinte090hl0b2 

BLASTX 

g4580462 

279 

1.0e-24 

112 

54 

(AC006081) hypothetical protein [Arabidopsis thaliana] 
310817 

uC-zmroteosinte091a09b2 

BLASTX 

g4512715 

191 

3.0e-14 

117 

41 

(AC006569) unknown protein [Arabidopsis thaliana] 



310818 

uC-zmroteosinte091c04b2 

BLASTX 

g4587514 

146 

3.0e-09 

102 

38 

(AC007060) Similar to W08E3, 
GTP-binding protein from C. 



3 gi_3880615 putative 
elegans cosmid gb_Z92773. 



EST 



gb_AA597331 comes from this gene. [Arabidopsis thaliana] 
310819 

uC-zmroteosinteO 91d03b2 

BLASTX 

g3461852 

285 

4.0e-26 

70 

66 

(AC005315) putative laccase [Arabidopsis thaliana] 
310820 

uC-zmroteosinte091e05b2 

BLASTX 

g3560166 

166 

4.0e-16 
117 



44302 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

(AL031525) ubiquitin carboxyl-terminal hydrolase 
[Schizosaccharomyces pombe] 

310821 

uC-zmroteosinte091h08b2 

BLASTX 

g4586251 

328 

2.0e-32 

137 

51 

(AL049640) putative protein [Arabidopsis thaliana] 
310822 

uC-zmroteosinte091h09b2 

BLASTX 

g3 64 18 37 

519 

6.0e-53 

137 

75 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310823 

uC-zmroteosinte092d05b2 

BLASTX 

g4512615 

566 

2.0e-58 

159 

70 

(AC004793) Strong similarity to gb_X59970 
dehydrogenase (IMDH) from Brassica napus. 



3-isopropylmalate 
EST gb F14478 



comes from this gene. [Arabidopsis thaliana] 
310824 

uC-zmroteosinte092d08b2 

BLASTX 

g532822 

189 

4.0e-14 

82 

44 

(U13876) similar to 4-hydroxybenzoate octaprenyltransf erase 
[Caenorhabditis elegans] 

310825 

uC-zmroteosinte092ellb2 

BLASTX 

g3023281 

282 

2.0e-25 

61 

74 

HIGH AFFINITY AMMONIUM TRANSPORTER 



44303 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>gi_2065194_emb_CAA64475_ (X95098) ammonium transporter 
[Lycopersicon esculentum] 

310826 

uC-zmroteosinte092f04b2 

BLASTX 

g3881189 

345 

8.0e-33 

103 

69 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C0817 9 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 

310827 

uC- zmroteos int e 0 92 f 0 7b2 

BLASTX 

g4218010 

234 

4.0e-25 

104 

62 

(AC006135) putative sugar transporter [Arabidopsis 
thaliana] >gi_4309720_gb_AAD154 90_ (AC006439) putative 
sugar transporter [Arabidopsis thaliana] 

310828 

uC-zmroteosinte092h04b2 

BLASTX 

g2506139 

312 

1.0e-28 

87 

77 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

310829 

uC-zmroteosinte093b06b2 

BLASTX 

g4206210 

278 

2.0e-24 

166 

37 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi__4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

310830 

uC-zmroteosinte093g01b2 

BLASTX 

gl362008 

266 



44304 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-23 

92 

15 

ubiquitin-like protein 12 



- Arabidopsis thaliana 



310831 

uC-zmroteosinte094b09b2 

BLASTX 

g2088826 

170 

8.0e-12 

50 

52 

(AF003385) R08E11.1 gene product 



[Caenorhabditis elegans] 



310832 

uC-zmroteosinte094f02b2 

BLASTX 

gll8104 

313 

6.0e-29 

81 

75 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

310833 

uC-zmroteosinte094f03b2 

BLASTX 

g2462911 

196 

7.0e-25 

91 

64 

(Z83832) UDP-glucose: sterol glucosyltransferase [Avena 
sativa] 



Seq. No. 310834 

Seq. ID uC-zmroteosinte094f04b2 

Method BLASTX 

NCBI GI g2 4 94 12 9 

BLAST score 147 

E value 1.0e-09 

Match length 143 

% identity 40 

NCBI Description (AC002376) T1G11.3 [Arabidopsis thaliana] 

Seq. No. 310835 

Seq. ID uC-zmroteosinte094g06b2 

Method BLASTX 

NCBI GI gl68570 

BLAST score 216 

E value 1.0e-17 

Match length 50 



44305 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(M95077) phenylalanine ammonia lyase [Zea mays] 
310836 

uC-zmroteosinte094gl0b2 

BLASTX 

g2499967 

166 

1.0e-ll 

35 
94 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR (PSI-E 
B) >gi_632724_bbs_151002 (S72358) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
143 aa] [Nicotiana sylvestris] 

310837 

uC-zmroteosinte095a05b2 

BLASTX 

g4432840 

409 

6.0e-40 

134 

57 

(AC006283) unknown protein [Arabidopsis thaliana] 
310838 

uC-zmroteosinte095dllb2 

BLASTX 

g730680 

691 

6.0e-73 

170 

76 

40S RIBOSOMAL PROTEIN SA (P40) (STUBARISTA PROTEIN) 
(LAMININ RECEPTOR HOMOLOG) (K14) >gi_158031 (M90422) p40 
[Drosophila melanogaster] >gi_3292889_emb_CAA19839_ 
(AL031027) EG:80H7.6 [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



310839 

uC-zmroteosinte095h08b2 

BLASTX 

g36796 

327 

1.0e-30 

110 

64 

(X52882) t-complex polypeptide 1 
310840 

uC-zmroteosinte096c03b2 

BLASTX 

g3860271 

448 

2.0e-44 

19'2 
44 



(AA 1-556) [Homo sapiens] 



44306 



NCBI Description 



(AC005824) putative selenium-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310841 

uC-zmroteosinte096c09b2 

BLASTX 

g3128195 

152 

1.0e-09 

60 

53 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 



Seq. No. 


310842 


Seq. ID 


uC-zmroteosinte096d01b2 


Method 


BLASTX 


NCBI GI 


g4539460 


BLAST score 


269 


E value 


2.0e-23 


Match length 


162 


% identity 


8 


NCBI Description 


(AL049500) putative protein 


Seq. No. 


310843 


Seq. ID 


uC-zmroteosinte096d06b2 


Method 


BLASTX 


NCBI GI 


g2497953 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


45 


% identity 


82 


NCBI Description 


MOLYBDOPTERIN BIOSYNTHESIS < 



COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_4469123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 



Seq. No. 
/Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



310844 

uC-zmroteosinte096e07b2 

BLASTX 

g2072990 

160 

1.0e-10 

36 

81 

(U95144) 
napus ] 



putative G-protein-coupled receptor [Brassica 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



310845 

uC-zmroteosinte096f02b2 

BLASTX 

g4105798 

357 

2.0e-62 



44307 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152 
67 

(AF049930) PGP237-11 [Petunia x hybrida] 



310846 

uC-zmroteosinte096fllb2 

BLASTX 

g3885968 

613 

8.0e-64 

160 

73 

(AF100985) phosphopyruvate hydratase 



[Penaeus monodon] 



310847 

uC-zmroteosinte096h09b2 

BLASTX 

gll5492 

455 

2.0e-45 

96 

93 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 

310848 

uC-zmroteosinte097b02bl 

BLASTX 

g3641836 

269 

1.0e-29 

118 

54 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

310849 

uC-zmroteosinte098b!2b2 

BLASTX 

g310587 

170 

7.0e-12 

113 

42 

(L20864) ascorbate peroxidase [Spinacia oleracea] 
>gi_1384110_dbj_BAA12890_ (D85864) cytosolic ascorbate 
peroxidase [Spinacia oleracea] 

310850 

uC-zmroteosinte098e!0b2 

BLASTX 

g2618701 

208 

3.0e-16 

102 
48 

(AC002510) hypothetical protein [Arabidopsis thaliana] 



44308 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310851 

uC-zmroteosinte098h06b2 

BLASTX 

g2961358 

258 

3.0e-22 

106 
47 . 

(AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310852 

uC-zmroteosinte099b03b2 

BLASTX 

g4249402 

244 

4.0e-30 

123 

59 

(AC006072) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310853 

uC-zmroteosinte099g08b2 

BLASTX 

gl22022 

287 

1.0e-25 

67 

88 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 


310854 


Seq. ID 


uC-zmroteosinte099gl2b2 


Method 


BLASTX 


NCBI GI 


g4098319 


BLAST score 


148 


E value 


1.0e-ll 


Match length 


61 


% identity 


64 


NCBI Description 


(U7 674 4) beta-tubulin 1 


Seq. No. 


310855 


Seq. ID 


uC-zmroteosintel00d05b2 


Method 


BLASTX 


NCBI GI 


g3334349 


BLAST score 


189 


E value 


2.0e-14 


Match length 


75 


% identity 


60 


NCBI Description 


GLYCYL-TRNA SYNTHETASE 



[Triticum aestivum] 



{GLYCINE — TRNA LIGASE) (GLYRS) 
>gi_2 5 64 2 15_emb_CAA05162_ (AJ002062) glycyl-tRNA synthetase 
[Arabidopsis thaliana] 



Seq. No. 



310856 



44309 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length ' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosinte!00d07b2 

BLASTX 

g3023522 

349 

1.0e-35 

163 
47 

COATOMER BETA* SUBUNIT (BETA 1 -COAT PROTEIN) (BETA' -COP) 
(P102) >gi_2454309 (AF002705) beta prime COP [Rattus 
norvegicus] 

310857 

uC-zmroteosintel00g08b2 

BLASTX 

g3859659 

185 

6.0e-14 

66 
56 

(AL031394) putative potassium transporter AtKTSp (AtKT5 ) 
[Arabidopsis thaliana] 

310858 

uC-zmroteosintel00h04b2 

BLASTX 

g2114046 

150 

3.0e-09 

36 

75 

(AB002147) water channel protein [Nicotiana excelsior] 
310859 

uC-zmroteosintel01a03b2 

BLASTX 

g3024126 

212 

6.0e-17 

52 
79 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_1655576_emb_CAA95856__ (Z71271)" S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

310860 

uC-zmroteosintel01a05b2 

BLASTX 

g587564 

406 

1.0e-39 

131 

62 

(X80235) mitochondrial processing peptidase [Solanum 
tuberosum] 



Seq. No. 



310861 



44310 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosintel01allb2 

BLASTX 

gl00490 

743 

5.0e-79 

150 

29 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

310862 

uC-zmroteosintelOlf 06b2 

BLASTX 

g4557867 

144 

4.0e-09 

9^4 
39 

sulfite oxidase >giJ.711606j3p_P51687_SUOX_HUMAN SULFITE 
OXIDASE PRECURSOR >gi_1362942_pir S55874 sulfite oxidase 

(EC 1.8.3.1) precursor, mitochondrial - human >gi_508502 

(L31573) sulfite oxidase [Homo sapiens] 

>gi_1098062_prf 2115221A sulfide oxidase [Homo sapiens] 

310863 

uC-zmroteosintel01f09b2 

BLASTN 

gl68606 

122 

8.0e-62 

206 

90 

Zea mays mitochondrial Rieske Fe-S protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310864 

uC-zmroteosintel01hl2b2 

BLASTX 

g312179 

269 

1.0e-23 

90 

64 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosol 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi__1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

310865 

uC-zmroteosintel02a04b2 

BLASTX 

g224293 

323 

6.0e-30 
67 



44311 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

histone H4 [Triticum aestivum] 
310866 

uC-zmroteosinteI02a05b2 

BLASTX 

g2198853 

234 

2.0e-25 

109 

61 

(AF007786) cystathionine gamma- synthase [Zea mays] 
310867 

uC-zmroteosintel02c01b2 

BLASTX 

g832876 

147 

3.0e-09 

85 
42 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

310868 

uC-zmroteosintel02c08b2 

BLASTN 

g927571 

59 

9.0e-25 

67 

97 

Z.mays mRNA for calreticulin precursor 
310869 

uC-zmroteosintel02c09b2 

BLASTX 

gl!69528 

292 

5.0e-26 

67 
90 

ENOLASE 2 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 2) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 2) >gi_602253 (U17973) 
enolase [Zea mays] 

310870 

uC-zmroteosintel02h01b2 

BLASTX 

gl22022 

316 

4.0e-29 

69 
94 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi 21801 emb CAA42530 (X59873) histone H2B [Triticum 



44312 



aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310871 

uC-zmroteosintel03f02b2 

BLASTX 

gl22022 

294 

2,-0e-27 - s - 

95 

76 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310872 

uC-zmroteosintel03f 04b2 

BLASTX 

g547901 

376 

3.0e-36 

122 

57 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_65933j?ir DEBYMM malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - yeast (Saccharomyces cerevisiae) 
>gi_171892 (J02841) malate dehydrogenase [Saccharomyces 
cerevisiae] >gi_486125_emb_CAA81923_ (Z28085) ORF YKL085w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



310873 

uC-zmroteosintel03f 10b2 

BLASTX 

g3548810 

337 

3.0e-31 

175 

39 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310874 

uC-zmroteosintel03h09b2 

BLASTX 

g4558672 

209 

1.0e-16 

113 
42 

(AC007063) 
thaliana] 



putative 1, 3-beta-D-glucan synthase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



310875 

uC-zmroteosintel04allb2 

BLASTX 

g3236259 

585 

1.0e-60 



44313 



Match length 

% identity 

NCBI Description 



160 
70 

(AC004 684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310876 

uC-zmroteosintel04cllb2 

BLASTX 

g4586105 

233 

2.0e-19 

133 

35 

(AL049638) putative protein [Arabidopsis thaliana] 
310877 

uC-zmroteosinte!04e05b2 

BLASTX 

gl749676 

224 

3.0e-18 

124 
41 

(D89234) similar to Saccharomyces cerevisiae ORF YGR205W, 
EMBL Accession Number Z72990 [Schizosaccharomyces pombe] 

310878 

uC-zmroteosintel04e08b2 

BLASTX 

g3367596 

287 

1.0e-25 

79 
67 

(AL031135) putative protein [Arabidopsis thaliana] 
310879 

uC-zmroteosintel04gl2b2 

BLASTX 

gl076668 

173 

4.0e-19 

68 
76 

NADH dehydrogenase (EC 1.6.99.3) - potato 
>gi_639834_emb_CAA58823_ (X83999) NADH dehydrogenase 
[Solanum tuberosum] 

310880 

uC-zmroteosinte!05b09bl 

BLASTN 

gl420923 

164 

4.0e-87 

192 

82 

Zea mays repressor-like protein (inl) gene, complete cds 



44314 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



310881 

uC-zmroteosintel05bl2bl 

BLASTN 

g758352 

84 

1.0e-39 

124 

92 

Z.mays mRNA for cysteine synthase 
310882 

uC-zmroteosintel05d04bl 

BLASTX 

g2244749 

150 

1.0e-17 

123 

46 

(Z97335) hydroxymethyl transferase [Arabidopsis thaliana] 
310883 

uC-zmroteosintel05d07bl 

BLASTX 

g3212851 

187 

8.0e-16 

64 

70 

(AC004005) unknown protein [Arabidopsis thaliana] 
310884 

uC-zmroteosintel05h08bl 

BLASTX 

g3128206 

327 

3.0e-30 

184 

40 

(AC004077) unknown protein [Arabidopsis thaliana] 
310885 

uC-zmroteosintel05hl0bl 

BLASTX 

g3122762 

210 

1.0e-16 

106 

39 

RIBOSOME RECYCLING FACTOR (RIBOSOME RELEASING FACTOR) (RRF) 
(VEGETATIVE PROTEIN 12B) (VEG12B) >gi_2634024_emb_CAB13525_ 
(Z99112) ribosome recycling factor [Bacillus subtilis] 

310886 

uC-zmroteosintel06allb2 

BLASTX 

g4455331 



44315 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



238 

1.0e-20 

149 

10 

(AL035525) putative protein [Arabidopsis thaliana] 
310887 

uC-zmroteosintel06c05b2 

BLASTX 

g2462911 

260 

4.0e-26 

83 

75 

(Z83832) 
sativa] 



UDP-glucose: sterol glucosyltransferase [Avena 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310888 

uC-zmroteosinte!06c08b2 

BLASTX 

gl353673 

489 

3.0e-49 

137 

61 

(U42349) 39 kDa encoded by N33 [Homo sapiens] 
310889 

uC-zmroteosintel06e02b2 

BLASTX 

g2130145 

595 

9.0e-62 

152 

80 

seed storage protein opaque-2 - maize >gi_1144536 (U35063) 
opaque-2 heterodimerizing protein lb [Zea mays] 

310890 

uC-zmroteosintel07a05b2 

BLASTX 

g4033421 

235 

8.0e-20 

74 

65 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2570501 (AF022733) inorganic 
pyrophosphatase [Oryza sativa] 

310891 

uC-zmroteosintel07b01b2 

BLASTN 

g4416300 

99 

2.0e-48 

180 



44316 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

310892 

uC-zmroteosintel07dl2b2 

BLASTX 

g3600061 

186 

9.0e-14 

66 

52 

(AF080120) contains similarity to DNA binding proteins 
[Arabidopsis thaliana] 

310893 

uC-zmroteosintel07g09b2 

BLASTX 

g2801442 

174 

4.0e-13 

48 

71 

(AF028338) ubiquitin-conjugating enzyme 15 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310894 

uC-zmroteosintel08e03b3 

BLASTX 

g4056502 

271 

2.0e-24 

138 

51 

(AC005896) 40S ribosomal protein S5 



310895 

uC-zmroteosintel08f 02b3 

BLASTN 

g4240538 

68 

7.0e-30 

140 

88 

Zea mays knotted class 1 
(lg3) mRNA, complete cds 



[Arabidopsis thaliana] 



homeodomain protein liguleless3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310896 

uC-zmroteosintel08h04b3 

BLASTX 

g421960 

184 

8.0e-14 

93 

44 

small nuclear ribonucleoprotein U2B TI - potato >gi_ 
(M72892) spliceosomal protein [Solanum tuberosum] 



169589 



44317 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310897 

uC-zmroteosintel09c01b3 

BLASTX 

g2497486 

500 

1.0e-50 

115 

83 

URIDYLATE KINASE (UK) {URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310898 

uC-zmroteosintel09dllb3 

BLASTX 

g3289002 

272 

9.0e-24 

175 

6 

(AF073522) CRP1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310899 

uC-zmroteosintel09e09b3 

BLASTX 

g3183237 

149 

2.0e-09 

102 

28 

HYPOTHETICAL 103.4 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C3D6.12 IN CHROMOSOME II >gi_2117308_emb_CAB09121 . 1_ 
(Z95620) trp asp repeat protein [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310900 

uC-zmroteosintel09h03b3 

BLASTX 

gl370194 

241 

1.0e-28 

112 

70 

(Z73946) RAB8C [Lotus japonicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310901 

uC-zmroteosintel!5c05bl 

BLASTN 

gll77368 

52 

3.0e-20 

68 

94 

Z.mays mRNA for ribosomal protein L39 



Seq. No. 
Seq. ID 



310902 

uC-zmroteosintell5cl2bl 



44318 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g294845 

266 

2.0e-23 

99 

56 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 

310903 

uC-zmroteosinte!15d01bl 

BLASTX 

gl!2994 

417 

5.0e-41 

88 
94 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313__emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

310904 

uC-zmroteosintell5e05bl 

BLASTX 

g!14420 

147 

2.0e-09 

95 

43 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_100882_pir S114 91 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173_emb_CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 

310905 

uC-zmroteosintell5g02bl 

BLASTX 

g2213626 

170 

5.0e-12 

68 

43 

(AC000103) F21J9.18 [Arabidopsis thaliana] 
310906 

uC-zmroteosinte!15g09bl 

BLASTX 

g2529677 

144 

7.0e-09 

81 

41 



44319 



NCBI Description 



(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



310907 

uC-zmroteosinte!15h09bl 

BLASTN 

g532622 

66 

2.0e-28 

197 

88 

Zea mays lipase (LIP) mRNA, complete cds 
310908 

uC-zmroteosintell6b01b2 

BLASTX 

g3935178 

185 

6.0e-14 

67 

54 

(AC004557) F17L21.21 [Arabidopsis thaliana] 
310909 

uC-zmroteosintell6c08b2 

BLASTX 

g3953479 

336 

4.0e-32 

71 

92 

(AC002328) F2202.24 [Arabidopsis thaliana] 
310910 

uC-zmroteosintell6f 05b2 

BLASTN 

g498772 

36 

3.0e-ll 

52 
92 

Z.mays (cv DH5xDH7) hsp70-4 mRNA for heat shock protein 
310911 

uC-zmroteosintell6f06b2 

BLASTX 

g2129553 

314 

8.0e-29 

83 

72 

calcium-dependent protein kinase 6 
310912 

uC-zmroteosintell6h07b2 
BLASTX 
g2668742 



Arabidopsis thaliana 



44320 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



360 

2.0e-34 

80 

88 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
310913 

uC-zmroteosintel!7a02bl 

BLASTX 

g3288821 

488 

3.0e-49 

122 
76 

(AF063901) alanine: glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

310914 

uC-zmroteosintell7a05bl 

BLASTX 

gll84776 

559 

1.0e-57 

132 
81 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

310915 

uC-zmroteosintell7a06bl 

BLASTX 

g4455335 

189 

1.0e-14 

88 
48 

(AL035525) putative protein [Arabidopsis thaliana] 
310916 

uC-zmroteosintell7a08bl 

BLASTX 

g3138799 

775 

7.0e-83 

146 

99 

(AB014058) beta 6 subunit of 20S proteasome [Oryza sativa] 
310917 

uC-zmroteosintell7a08b2 

BLASTN 

g3341647 

39 

2.0e-12 

145 
88 

Zea mays Ama gene encoding single-subunit RNA polymerase 



44321 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



310918 

uC-zmroteosintell7a09bl 

BLASTX 

g2104681 

182 

2.0e-13 

120 
44 

(X97907) transcription factor 



[Vicia faba] 



310919 

uC-zmroteosintell7al0bl 

BLASTN 

g409782 

351 

0.0e+00 

417 

96 

Rice mRNA for f erredoxin-NADP+ reductase, 



310920 

uC-zmroteosintell7al2bl 

BLASTX 

g4455335 

254 

9.0e-22 

79 

58 

(AL035525) putative protein 



complete cds 



[Arabidopsis thaliana] 



310921 

uC-zmroteosintell7b01bl 

BLASTX 

g4249382 

454 

2.0e-45 

122 
72 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

310922 

uC-zmroteosintell7b03bl 

BLASTN 

g414704 

235 

1.0e-129 

255 

98 

O.sativa mRNA for cytochrome b5 
310923 

uC-zmroteosintel!7b06bl 

BLASTX 

g4210332 



44322 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



481 

1.0e-48 

108 
85 

(AJ223803) 2-oxoglutarate dehydrogenase E2 subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310924 

uC-zmroteosintell7b07bl 

BLASTX 

gl778095 

235 

1.0e-19 

70 
66 

(U64903) putative sugar transporter; member of major 
facilitative super family; integral membrane protein [Beta 
vulgaris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310925 

uC-zmroteosintell7b09bl 

BLASTX 

g4104976 

200 

2.0e-15 

117 

38 

(AF043117) 
sapiens] 



ubiquitin-fusion degradation protein 2 [Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310926 

uC- zmrot eos int el 1 7 cO lbl 

BLASTX 

gl351014 

455 

2.0e-45 

112 

85 

40S RIBOSOMAL PROTEIN S8 >gi_968902_ 
ribosomal protein S8 [Oryza sativa] 



dbj BAA07207 (D38010) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310927 

uC-zmroteosintell7c02bl 

BLASTX 

gl!67836 

363 

1.0e-34 

101 
61 

(Z68893) 
lanatus] 



protein with incomplete signal sequence [Holcus 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



310928 

uC-zmroteosintell7c04bl 

BLASTX 

g2306811 

179 



44323 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI Si 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-13 

32 
81 

(U97521) class IV endochitinase [Vitis vinifera] 
310929 

uC-zmroteosintell7c06bl 

BLASTX 

g4006848 

555 

5.0e-57 

158 

63 

(AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 

310930 

uC-zmroteosintell7cl2b2 

BLASTX 

g4455287 

334 

3.0e-31 

95 

71 

(AL035527) putative protein [Arabidopsis thaliana] 
310931 

uC-zmroteosintell7d01bl 

BLASTX 

g401190 

528 

6.0e-54 

115 

86 

THAUMATIN-LIKE PROTEIN PRECURSOR >gi_1007 15_pir S25551 

thaumatin-like protein - rice >gi_20376_emb_CAA48278_ 
(X68197) thaumatin-like protein [Oryza sativa] 

310932 

uC-zmroteosintell7d02bl 

BLASTX 

gl907270 

190 

6.0e-15 

40 

80 

(X96761) sulphate transporter protein [Sporobolus 
stapfianus] 

310933 

uC-zmroteosintell7d04bl 

BLASTX 

g3367517 

202 

8.0e-16 

79 
47 



44324 




NCBI Description (AC004392) Simiiar to F4I1.26 putative beta-glucosidase 
gi_3128187 from A. thaliana BAC gb_AC004521. ESTs 
gb_N97083, gb_F19868 and gb_F15482 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310934 

uC-zmroteosinte!17d05bl 

BLASTX 

g3482979 

199 

2.0e-15 

90 
44 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi__4567258_gb_AAD23672.1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 

310935 

uC-zmroteosintell7dl2bl 

BLASTX 

gl854378 

842 

1.0e-90 

170 

96 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of ficinarum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



310936 

uC-zmroteosintell7e04bl 

BLASTX 

g2625084 

240 

4.0e-20 

52 

90 

(AF030382) ADP-glucose pyrophosphorylase small subunit 
[Cucumis melo var. markuwa Markino] 

310937 

uC-zmroteosintell7e09bl 

BLASTX 

g631978 

217 

1.0e-17 

114 

39 

cytochrome P-450 oxidase 
>gi_4 9347 5_emb_CAA8 3 9 4 1_ 
[Mentha x piperita] 

310938 

uC-zmroteosintel!7el0bl 
BLASTX 
g!778147 
366 

5.0e-35 



- Mentha piperita 
(Z33875) cytochrome P-450 oxidase 



44325 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
86 

(U66403) phosphate/phosphoenolpyruvate translocator 
precursor [Zea mays] 

310939 

uC-zmroteosintell7el2bl 

BLASTN 

g3885891 

162 

5.0e-86 

298 

93 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

310940 

uC-zmroteosintell7f 07bl 

BLASTX 

g2293480 

380 

6.0e-37 

83 

89 

(AF011331) glycine-rich protein [Oryza sativa] 



310941 

uC-zmroteosintell7f09bl 

BLASTX 

gl351014 

571 

5.0e-59 

127 

89 

40S RIBOSOMAL PROTEIN S8 >gi_968902_ 
ribosomal protein S8 [Oryza sativa] 



dbj_BAA07207_ (D38010) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310942 

uC-zmroteosintell7fl0bl 

BLASTX 

g3785989 

465 

1.0e-46 

116 
75 

(AC005560) unknown protein [Arabidopsis thaliana] 
310943 

uC-zmroteosintell7f 12bl 

BLASTX 

gll74199 

149 

2.0e-09 

103 

40 

(U44760) S25-PR6 [Nicotiana tabacum] 



44326 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310944 

uC-zmroteosintell7g04bl 

BLASTX 

g3395423 

275 

2.0e-24 

91 

57 

(AC004683) putative protein kinase [Arabidopsis thaliana] 
>gi__3786023 (AC005499) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310945 

uC-zmroteosintell7g06bl 

BLASTX 

g4406132 

239 

1.0e-20 

50 

90 

(AF0777 60) MADS box protein [Oryza sativa] 
310946 

uC-zmroteosintell7g07bl 

BLASTX 

g2791278 

168 

7.0e-12 

100 

44 

(Z69257) beta-xylosidase [Hypocrea jecorina] 
310947 

uC-zmroteosintell7g09bl 

BLASTX 

g4587611 

386 

2.0e-37 

100 

73 

(AC006951) putative 40S ribosomal protein S17 [Arabidopsis 
thaliana] 

310948 

u€-zmroteosintell7gllbl 

BLASTX 

gll70503 

158 

8.0e-ll 

53 
68 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb__CAA46188_ 

(X65052) eukaryotic translation initiation factor 4A-1 

[Arabidopsis thaliana] 



44327 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310949 

uC-zmroteosintell7h06bl 

BLASTX 

gl321661 

158 

3.0e-ll 

54 

65 

(D45423) ascorbate peroxidase [Oryza sativa] 
310950 

uC-zmroteosintell8allbl 

BLASTX 

g465873 

315 

6.0e-29 

153 

39 

HYPOTHETICAL 59.1 KD PROTEIN F22B7.6 IN CHROMOSOME III 

>gi_1078846_pir S44637 f 22b7 . 6 protein - Caenorhabditis 

elegans >gi_156308 (L12018) putative [Caenorhabditis 
elegans] 

310951 

uC-zmroteosintell8b09bl 

BLASTX 

g3242783 

231 

3.0e-19 

133 

44 

(AF055354) 
thaliana] 



respiratory burst oxidase protein B [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310952 

uC-zmroteosintell8d01bl 

BLAStN 

g2345153 

101 

8.0e-50 

173 

90 

Zea mays ribsomal protein S4 
310953 

uC-zmroteosinte!18d08bl 

BLASTX 

gl68489 

197 

2.0e-26 

75 

95 

(M16902) 
(M16901) 



(rps4) mRNA, complete cds 



glutathione S-transf erase I 
glutathione S-transf erase I 

>gi_225458_prf 1303351A transferase, glutathione S [Zea 

mays] 



[Zea mays] >gi_1684 91 
[Zea mays] 



44328 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



310954 

uC-zmroteosintell8el0bl 

BLASTX 

g2911073 

356 

4.0e-40 

168 

56 

(AL021960) putative protein 
310955 

uC-zmroteosintell8g07bl 

BLASTX 

gl421730 

345 

2.0e-32 

141 

57 

(U43082) RF2 [Zea mays] 
310956 

uC-zmroteosinte!18g08bl 

BLASTX 

g2293566 

592 

2.0e-61 

121 

96 

(AF012896) ADP-ribosylation 
310957 

uC-zmroteosintell8h01bl 

BLASTX 

gl421730 

428 

4.0e-44 

133 
72 

(U43082) RF2 [Zea mays] 
310958 

uC-zmroteosintell8h02bl 

BLASTX 

gl421730 

270 

7.0e-24 

108 

54 

(U43082) RF2 [Zea mays] 
310959 

uC-zmroteosintell8hllbl 

BLASTX 

g3928543 

183 

2.0e-20 
119 




[Arabidopsis thaliana] 



factor 1 [Oryza sativa] 



44329 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thai i ana] 

310960 

uC-zmroteosintell9a04bl 

BLASTX 

gl619836 

306 

4.0e-28 

90 

69 

(U67921) REP [Bacillus thuringiensis israelensis] 
310961 

uC-zmroteosintell9al0bl 

BLASTX 

g4416302 

459 

6.0e-46 

97 

92 

(AF105716) copia-type pol polyprotein [Zea mays] 
310962 

uC-zmroteosintel!9b07bl 

BLASTX 

g913228 

270 

8.0e-24 

112 

53 

transcription factor X1DP-2 [Xenopus laevis, embryos, 
Peptide, 37 6 aa] 

310963 

uC- zmr ot eo s int e 1 1 9b0 9b 1 

BLASTN 

gl616660 

47 

1.0e-17 

59 

97 

Zea mays adenylosuccinate synthetase mRNA, complete cds 
>gi_1601661_gb__I21307_I21307 Sequence 3 from patent US 
5519125 >gi_3011201_gb_I75060_I75060 Sequence 3 from patent 
US 

310964 

uC- zmr oteo s int e 1 1 9c 0 6b 2 

BLASTX 

gl899025 

378 

2.0e-36 

150 

53 

(U28215) hexokinase 2 [Arabidopsis thaliana] >gi_3687232 



44330 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005169) hexokinase [Arabidopsis thaliana] 



310965 

uC-zmroteosintell9cl0bl 

BLASTN 

g2944039 

48 

7.0e-18 

72 
94 

Zea mays indeterminate spikelet 



1 (idsl) mRNA, complete cds 



310966 

uC- zmrot eos int el 1 9d0 4bl 

BLASTX 

gl616661 

260 

1.0e-22 

53 

94 

(U49388) adenylosuccinate synthetase [Zea mays] 
310967 

uC - zmr o t e o s int e 1 1 9d0 6b 1 

BLASTX 

gl350986 

234 

6.0e-20 

84 

62 

40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 
>gi_483431_dbj_BAA05059_ (D26060) cyc07 [Oryza sativa] 

310968 

uC- zmrot eosint el 1 9e0 9b2 

BLASTX 

g549638 

149 

2.0e-09 

136 

32 

HYPOTHETICAL 39.6 KD PROTEIN IN MTD1-NUP133 INTERGENIC 

REGION >gi_539279_pir S38159 hypothetical protein YKR081c 

- yeast (Saccharomyces cerevisiae) >gi_415901_emb_CAA81632 
(Z27116) ORF YKR401 [Saccharomyces cerevisiae] 
>gi_486561_emb_CAA82160_ (Z28306) ORF YKR081c 
[Saccharomyces cerevisiae] 

310969 

uC-zmroteosintell9f02b2 

BLASTX 

g3378652 

255 

7.0e-22 

63 

84 

(AJ005039) CaM-1 [Nicotiana plumbaginifolia] 



44331 



n 

> g i_3 3 7 8 6 5 4 _emb_C AAO 6 3 0 7 
plumbaginifolia] 




(AJ005040) CaM-2 [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310970 

uC-zmroteosintell9f04bl 

BLASTN 

g829147 

46 

6.0e-17 

90 

88 

Z.mays gene for cyclophilin 
310971 

uC-zmroteosintell9f 05bl 

BLASTX 

g4566505 

211 

8.0e-18 

57 

72 

(AF102868) beta-D-glucan exohydrolase isoenzyme 
[Hordeum vulgar e] 



Exol 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310972 

uC- zmr o t eo s int ell9f09bl 

BLASTN 

g2668737 

64 

8.0e-28 

92 

92 

Zea mays translation initiation factor 5A (TIF5A) mRNA, 
complete cds 

310973 

uC-zmroteosintell9f llbl 

BLASTX 

gl351014 

212 

4.0e-17 

52 
83 

40S RIBOSOMAL PROTEIN S8 >gi_968902_dbj_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310974 

uC-zmroteosintell 9g0 6b2 

BLASTX 

gl20669 

158 

2.0e-15 

71 

70 

GLYCERALDEHYDE 
>gi_66014_pir_ 
dehydrogenas e 



3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
_DEJMG glyceraldehyde-3-phosphate 
(EC 1.2.1.12) - Magnolia liliiflora 



44332 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

310975 

uC-zmroteosintel20al0b2 

BLASTX 

g4416302 

342 

4.0e-42 

125 

76 

(AF105716) copia-type pol polyprotein [Zea mays] 
310976 

uC-zmroteosintel20d08bl 

BLASTX 

g629844 

172 

1.0e-19 

104 

60 

heat shock protein hsp70-5 - maize (fragment) 
>gi_498775_emb_CAA55184_ (X78415) heat shock protein 70 kDa 
[Zea mays] 

310977 

uC-zmroteosintel20h06b2 

BLASTX 

g4262167 

192 

4.0e-18 

152 

41 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 

310978 

uer700576742.hl 

BLASTX 

g3776557 

220 

3.0e-18 

79 

52 

(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

310979 

uer700576770.hl 

BLASTN 

g22378 

54 

1.0e-21 

97 

50 

Z.mays gene for nucleic acid binding protein 



44333 



o 





JlU u 


Qprr TV) 


npr7nrm7 £77 9 Vi1 
Lie I. / UuJ/D / / z • m 


Method 


BLASTN 


NCBI GI 


g4514725 


Dijiio i score 




E value 


b. Ue-11 


Match length 


68 


% identity 


o o 


NCBI Description 


Oryza brachyantha ObENOD40 


oeq. NO* 


O T riQQ1 

oiuyoi 


Qprj TP) 


uer /uud /coj4 ,ni 


MpfhnH 

1IC L11UU 


DT 7\ QfY 


NCBI GI 


gl653702 


BLAST score 


182 


E value 


o . ue-14 


Daarcn lengtn 


o4 


% identity 


A C 

45 


in^bi uescripiion 


(uyuyioj ainyarolipoamiae . 




of pyruvate dehydrogenase 


oeq . NO . 


Q 1 nooo 

oiuyoz 




uer / uuo / oy ou . ni 


Method 


rJliAbiA 


NCBI GI 


g729479 


BLAST score 


182 


E value 


2 . Oe-20 


Match length 


74 


% identity 


73 


NCBI Description 


FERREDOXIN — NADP REDUCTASE 




(U14956) ferredoxin NADP+ : 


oeg. no. 




oeg. xu 


uer/uuo/ /uzo.ni 


Method 


BLASTX 


NCBI GI 


g!857256 


jbijAoi score 




E value 


y . 0e-21 


Match length 


85 


iaenr.ity 




NCBI Description 


(U75360) MURAZC [Zea mays] 


oeg. no. 


O 1 f\ O O A 

oluyo4 




uer /uuo / /Udj. hi 




n>Li±\0 1 A 


NCBI GI 


gll73194 


BLAST score 


147 


E value 


7.0e-10 


Match length 


32 


% identity 


81 


NCBI Description 


30S RIBOSOMAL PROTEIN S13, 



(E2) 



(FNR) >gi_551131 



>gi_2119093_pir S59594 ribosomal protein S13 precursor, 

chloroplast - Arabidopsis thaliana >gi_16767_emb_CAA7 9013_ 
(Z17611) chloroplast 30S ribosomal protein S13 [Arabidopsis 
thaliana] >gi_662869_emb_CAA88028_ (Z47986) chloroplast 
ribosomal protein S13 [Arabidopsis thaliana] 
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4) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1107483_emb_CAA63021_ (X91955) 30S . ribosomal protein 
S13 [Arabidopsis thaliana] >gi_1515107_emb_CAA60413_ 
(X86734) plastid ribosomal protein S13 [Arabidopsis 
thaliana] 

310985 

uer700577080.hl 

BLASTX 

g3702327 

176 

3.0e-13 

49 
63 

(AC005397) unknown protein [Arabidopsis thaliana] 
310986 

uer700577102.hl 

BLASTX 

g421929 

153 

1.0e-10 

57 

10 

ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 

310987 

uer700577125.hl 

BLASTX 

g4033421 

140 

3.0e-15 

64 

56 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2570501 (AF022733) inorganic 
pyrophosphatase [Oryza sativa] 



Seq. No. 


310988 


Seq. ID 


uer700577141.hl 


Method 


BLASTX 


NCBI GI 


g2911072 


BLAST score 


287 


E value 


4.0e-26 


Match length 


72 


% identity 


69 


NCBI Description 


(AL021960) putative prot« 


Seq. No. 


310989 


Seq. ID 


uer700577253.hl 


Method 


BLASTX 


NCBI GI 


g3928891 


BLAST score 


191 


E value 


8.0e-15 


Match length 


90 


% identity 


46 


NCBI Description 


(AF093617) chlorophyll a, 
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acetabulum] 



Sea No 




Seq. ID 


uer700577269.hl 


Method 


BLASTX 


NPRT (IT 




OJjn.u 1 oovJitS 


lol 


J-j V ct_L Life; 


1 fl£i— 1 1 




*± z. 


■6 luentit y 


ol 


i\^yD± uescrip iz ion 


(ACUU4U44 ) hypothetical protein [Arabidopsis thaliana] 


Sea No 


Jlu? 71 


Seq. ID 


uer700577^28 hi 


Method 


BLASTX 


NCBI GI 


g3941480 


OJ_uriO i bLUIc 




E value 


y • ue— oy 


iYiaucn iengt.n 


*7 Q 

/ y 


t> xu.eriL.jLLy 


q c; 

OD 


inudi uescripcion 


(AF0628 94) putative transcription factor [Arabidopsis 




thaliana] 


w w \A • L)IU • 


"31 DQQ9 

JlU ^Ji 


Seq. ID 


uer700577338.hl 


Method 


BLASTX 


INO.D1 ol 


gibol / / 1 


Di-urio i score 


iyz 


E value 


I . Oe-16 


ft/To "f~ /"il"* 1 /~\ T*> 1 Vi 

iiduoxi lengun 


O D 


% identity 


4 D 


jnudi Description 


(D90900) glycogen operon protein GlgX [Synechocystis sp. 


Cprr Kin 


jIUjjj 


Seq. ID 


uer700577367.hl 


Method 


BLASTX 


LNLvOX Ul 


r*A A tin "3 o c 

g44 yuo^D 


oij/io ± score 


O A "3 


E value 


6. Oe-21 


ixiamcn lengtn 


DO 


-5 laeriLity 


CO 


NCBI Description 


(AL035656) hypothetical protein [Arabidopsis thaliana] 


Sea No 


J 1 U _? _?*t 


Seq. ID 


uer700577465.hl 


Method 


BLASTN 


LNUDl bl 


gi booU4 4 


DiiAoi score 


ob 


E value 


7 . Oe-23 


Match 1 ^rtrr'hh 


•J D 


% identity 


100 


NCBI Description 


Corn mRNA for cysteine proteinase, clone CCP2, complete < 


Seq. No. 


310995 


Seq. ID 


uer700577467.hl 


Method 


BLASTX 


NCBI GI 


g2654210 
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BLAST score 


194 


TP T73 1 nr> 

xU v cl -L Lit: 




i/io. L, L^ll XcilUL.Il 


/ Z 


5*- t /-^ t"\ 4— ~i 4— t t 

t> lUcutlLy 


*7 Q 
/ y 




v^ruoofto/; neat snocx /u protein [bpmacia oieraceaj 


Ocy« 1M<J . 


JiU 0 


OC^ . 1U 


uer / uuo / / o / o . m 


Mpt"hn<"3 




■NCBI GI 


g2864618 


BLAST score 


144 


TP tra 1 nA 
£j VCllUC 


Z • US 


"K/f zi 4— T qw /r 4- "V^ 

jyiaxcii lengtn 


oz 


■s identity 


A 7 


LN^BJ. LicbuXXptlOIl 


i/UjUzioii; putative protein LAracidopsis thaiiana] 


oeq. 1NO. 


Ol n Q Q7 

oiu y y / 


O " • iu 


uer /uuj / /Dou.ni 


Mpthod 




NCBI GL 


g4538959 


BLAST score 


24.9 




1 . ue— z 1 


i v Jatcn xeng tn 


00 


% identity 


Q *3 


in^cx uc script ion 


tALU4y4yb) putative protein [Arabidopsis thaiiana] 


oeq. jmo • 


oiuy yy 




nov7 nn R7 7 7 c; c ui 

uer /uuo/ / / 00 . ni 




Oi-irio 1 A 


NCBI GI 


g3763933 


BLAST score 


304 


Hj value 


4 . ue— zo 


Match length 


0 c 
00 


% identity 




incdi uescription 


(ACUU4 4oO) unknown protein [Arabidopsis thaiiana] 


oeq. wo . 


oiuyyy 


Q^rr in 


uer /uuo / / /ou. ni 


Mpt hoH 


oixrio 1A 


NCBI GI 


g4468986 


BLAST score 


261 


E value 


0 . ue-zo 


rjdLcn leny ua 


Q Q 
OO 


& *l i*A /*S ir% +- -i +- * r 

t> lueriLity 


OO 


Vi J. UcoLIipLlUli 


(AL035605) putative protein [Arabidopsis thaiiana] 


oeq. JNO. 


olluuu 




uer /uuo/ / /oo. ni 


Mpt" hoH 


DT aQTY 


NCBI GI 


g3980412 


BLAST score 


232 


E value 


1.0e-19 


Match length 


67 


% identity 


63 


NCBI Description 


(AC004561) pumilio-like protein [Arabidopsis thaiiana; 



Seq. No. 311001 
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Q^rr T Pi 

oeq. lu 


uer /uuo / / oui • ni 


Maf In oH 
L v lc LIIUU. 




NCBI GI 


g2827992 


BLAST score 


149 


E value 


/ . ue-iu 


Match length 




% identity 








beq. No. 


0 JL1UU2 


Q^rr TFl 

oeq. -"-^ 


uer /uuj / /ou*t.ni 




Olii-io I IN 


NCBI GI 


gl935910 


BliAST score 


37 


T* 1 tt ^ 1 n /-\ 

£4 ValUc 


z . ue 11 


jxiaii.cn lengun 


Q 1 
0 1 


% identity 


q a 
0 0 


jnudi Description 


Zea mays lethal 


Seq. No. 


ollUU J 


oeq. lu 


nciv-*7nn^"7"7QQ/l "hi 

uer / uuo / / oy^ . ni 


ixie cnoQ 


DT 7\QTY 


NPRT (IT 


yiuuuouu 


BLAST score 


317 


E value 


2.0e-34 


Match length 


89 


% identity 


82 


NCBI Description 


(Z99707) thiol-* 



[Arabidopsis thaliana] 



Seq. No. 


311004 


Seq. ID 


uer700577948.hl 


Method 


BLASTX 


NCBI GI 


gll3220 


BLAST score 


250 


E value 


1.0e-21 


Match length 


49 


% identity 


92 


NCBI Description 


ACT IN 1 >gi_71640 


Seq. No. 


311005 


Seq. ID 


uer700578028.hl 


Method 


BLASTX 


NCBI GI 


gl20670 


BLAST score 


191 


E value 


5.0e-15 


Match length 


39 


% identity 


100 


NCBI Description 


GLYCERALDEHYDE 3-: 



ATZM1 actin - maize 



PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase {EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



311006 

uer700578043.hl 

BLASTX 

g2129655 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149 

6.0e-10 

46 
63 

OBP32pep protein - Arabidopsis thaliana (fragment) 
>gi_1022799 (U37698) OBP32pep [Arabidopsis thaliana] 

311007 

uer700578206.hl 

BLASTX 

g2181190 

258 

1.0e-22 

78 

65 

(Y12531) serine/threonine kinase 



[Brassica oleracea] 



311008 

uer700578331.hl 

BLASTX 

g!12994 

306 

2.0e-28 

64 

95 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685__pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 


311009 


Seq. ID 


uer700578514.hl 


Method 


BLASTX 


NCBI GI 


g4589660 


BLAST score 


166 


E value 


4.0e-12 


Match length 


56 


% identity 


59 


NCBI Description 


(AB023225) KIAA1008 


Seq. No. 


311010 


Seq. ID 


uer700578546.hl 


Method 


BLASTX 


NCBI GI 


gl917019 


BLAST score 


196 


E value 


1.0e-15 


Match length 


45 


% identity 


82 


NCBI Description 


(U92045) ribosomal ; 


Seq. No. 


311011 


Seq. ID 


uer700578595.hl 


Method 


BLASTX 


NCBI GI 


g2960364 


BLAST score 


197 



-1 [Zea mays] 
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E value 


1.0e-15 


Match, lenath 


63 




63 


NCRT np^pyi nt "i nn 


\ nU t^l jo DJ. uJ-llllcULL\jy J. k^Orl IcUUL/tdbc ir OpU± U.5 DalSalulISra 




^nh^n t ti phnram^ 1 


Qprr Mn 
ij C • LlU • 


311019 


Sea. ID 


uer700578627 hi 


Method 


BLASTX 


NCBI GI 


g3255941 


BLAST score 


195 


E valup 


3 Oe-15 


Match lenath 


57 


% "i Hf^nt i fv 




NCBI Description 


(AJ007332) PP1A orotein TCatharanthus ro^pn^l 


Sea No 


311013 


Sea. ID 


uer700578643 hi 

UCl / U U J / (J J • 111. 


Method 


BLASTN 


NCBI GI 


g643596 


BLAST score 


186 


l-i V al LLC 






9S1 


o lucii l, j. i_y 


Q7 


NCBI Description 


Pom TTlRKFfl "Pot* C'\7'Q'l - £aTno nyAfoi na<30 r* 1 *-\*n a /^P*T3 "✓"vmr'^l __i "H o <-irlo 






Sea ID 


n^r7fiOR7fffiQ4 hi 

UCI / UU J f U U • 111 


Method 


BLASTX 


NCBI GI 


g3522943 


BLAST score 


199 


Trs 1 no 
Hi V Cl J- Lie 






fi7 


o lU.CiiLJ_.L,y 






^Auuu^fiixj purauive p-giycoprotem [AraDiaopsis tnaliana] 






Sea ID 


npr700S7878R hi 


Method 


BLASTX 


NCBI GI 


g4006854 


BLAST score 


195 


J_l V wXUv 


-J • VC JL J 


Ma +- n 1 Anrrfh 
Lia LLii ±ciiy Lii 


Q3 


S: i Hon 1 !" i "i~\7 

u _LL>Leil L. J_ L.y 


R1 

D J. 


NCRT np^rri nt i on 


\Liyyi\ji} putduive protein L-"-j- a oiaopsis tnananaj 


^orr "Mo 


JilUlO 


Sea ID 


n"r7fin c l7RQnft hi 

LLC J- / LVVJO / 0-7L/0 • 11X 


Method 


BLASTN 


NCBI GI 


gl68619 


BLAST score 


98 


E value 


3.0e-48 


Match length 


114 


% identity 


96 


NCBI Description 


Maize superoxide dismutase-2 (Sod-2) mRNA, complete cds. 




>gi_168621_gb_M15175_MZESOD2A Maize superoxide dismutase 2 




(S0D2) mRNA, complete cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311017 

uer700578917.hl 

BLASTN 

g4336605 

102 

8.0e-51 

102 

100 

Zea mays sigma factor (sigl) mRNA, 
chloroplast protein, complete cds 



nuclear gene encoding 



□ C4» LMVJ . 


qi i m q 

JllUlo 


Seq. ID 


uer700578922.hl 


Method 


BLASTX 




gZ boo /44 


oLiAbi score 


*3 O A 


E value 


2 . 0e-37 


TUT ^ ^ 1*1 I jf"\ 4— 1*\ 

ixiatcn lengtn 




% identity 


95 


NCBI Description 


(AF034 946) ubiquitm conjugating enzyme [Zea mays] 


oeq. wo. 


jiiuiy 


Seq. ID 


uer700578946.hl 


Method 


BLASTX 


NLdI bl 


g4o 74137 


BLAST score 


140 


E value 


4 . 0e-09 


Match length 


ol 


% identity 


87 


NCBI Description 


(AF073696) cysteine synthase [Oryza sativa] 


oeq. wo. 


oi i n o a 


Seq. ID 


uer700578955.hl 


Method 


BLASTX 


JNUxJl bl 


gzz44o 07 


biiAoi score 


175 


E value 


3 . 0e-13 


ixiar.cn lengrn 




% identity 


42 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


311021 


Seq. ID 


uer700578982.hl 


Method 


BLASTX 


NCBI GI 


g3738339 


BLAST score 


282 


E value 


1.0e-25 


Match length 


74 


% identity 


72 


NCBI Description 


(AC005170) putative kinase [Arabidopsis thaliana] 


Seq. No. 


311022 


Seq. ID 


uer700579079.hl 


Method 


BLASTN 


NCBI GI 


gl276937 


BLAST score 


141 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-73 

152 
99 

Zea mays USDA Ames 15820 ITS1, 5.8S ribosomal RNA, ITS2 
311023 

uer700579084.hl 

BLASTX 

g4455294 

166 - 

1.0e-15 

60 

62 

(AL035528) putative protein [Arabidopsis thaliana] 
311024 

uer700579095.hl 

BLASTX 

g3929647 

160 

8.0e-20 

68 

74 

(AJ004881) Immutans protein [Arabidopsis thaliana] 
311025 

uer700579124.hl 

BLASTX 

g231547 

159 

4.0e-ll 

71 

44 

ALPHA- AMYLASE PRECURSOR (1, 4-ALPHA-D-GLUCAN 

GLUCANOHYDROLASE) >gi_98954_pir S14063 alpha-amylase (EC 

3.2.1.1) - Streptomyces griseus >gi_3805971_emb_CAA40798_ 
(X57568) alpha-amylase [Streptomyces griseus] 



Seq. No. 


311026 


Seq. ID 


uer700579166.hl 


Method 


BLASTN 


NCBI GI 


gl68527 


BLAST score 


99 


E value 


5.0e-49 


Match length 


103 


% identity 


99 


NCBI Description 


Maize NADP-dependent : 


Seq. No. 


311027 


Seq. ID 


uer700579322.hl 


Method 


BLASTN 


NCBI GI 


g474405 


BLAST score 


34 


E value 


1.0e-09 


Match length 


34 


% identity 


100 


NCBI Description 


Z.mays mRNA for gamma- 



44342 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311028 

uer700579391.hl 

BLASTN 

g4351 

71 

4.0e-32 

75 

99 

Yeast cytosol gene for 5S ribosomal RNA 
311029 

uer700579536.hl 

BLASTX 

g584825 

178 

3.0e-13 

47 

74 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

. Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311030 

uer700579544.hl 

BLASTX 

g!223579 

152 

3.0e-10 

89 

40 

(X96481) CDNA101 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



311031 

uer700579576.hl 

BLASTX 

gll70242 

332 

2.0e-31 

86 

79 

FERROCHELATASE PRECURSOR {PROTOHEME FERRO-LYASE) 
SYNTHETASE) >gi_474966_dbj_BAA05101_ (D26105) 
ferrochelatase [Hordeum vulgare] 

311032 

uer700579601.hl 

BLASTX 

g4099833 

263 

4.0e-23 

66 

73 

(U90265) bifunctional nuclease [Zinnia elegans] 
311033 

uer700579633.hl 



(HEME 



44343 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 
g22330 
46 

7.0e-17 

54 

96 

Z.mays Zmhoxla mRNA for homeobox protein 
311034 

uer700579679.hl 

BLASTX 

g3776557 

147 

1.0e-09 

49 

57 

(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

311035 

uer700579738.hl 

BLASTX 

g3980413 

174 

4.0e-13 

50 

64 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 
311036 

uer700579767.hl 

BLASTX 

g3659909 

298 

2.0e-27 

86 

66 

(AF020715) histidyl-tRNA synthetase [Arabidopsis thaliana] 
311037 

uer700579794.hl 

BLASTX 

g4467134 

292 

9.0e-27 

82 

63 

(AL035540) protein kinase like protein [Arabidopsis 
thaliana] 

311038 

uer700579847.hl 

BLASTX 

g2984709 

192 

3.0e-15 



44344 




rid LCI J, XcXly Lll 


riO 


•6 laeucity 


ou 


IN LJ -i. UCO^Il^tlvll 




0«/^ Kin 

beq. IMO • 


oiiuoy 




uer /uuoouuo / . ni 




O J-LTlO -L Z\ 


NCBI GI 


gl001135 


BLAST score 


230 


E value 


9 Ho— 1 Q 

z . ue 1 y 


l v JaL.CIi Iclig Uil 




^ iQem-iry 


oy 




vuo^uuij aceroiaCLaLe synnnase Loynecnocysuis sp.j 


oeq. lno. 




OCtj* XL/ 


ueir / uujouiij .ni 


liC LilL>LL 


XJj-LflO J. A 


NCBI GI 


g3549626 


BLAST score 


236 


E value 


d . ue z 0 


i v ia l cn x e ng t n 




-6 iaenriL.y 


00 


lNLrsi Description 


(AJUuybyDj wall-associated kinase 1 [Arabidopsis tnaliana 


Seq. No. 


Oll041 


□eq. lu 


uer /uuooUIj / .ni 


Puff 4— 1^ 

l v ie LIIOQ. 


TIT TS. OTY 




y *t uuoo / z 


BLAST score 


271 


E value 


4.0e-24 


Match length 




laenLity 


04 


NCBI Description 


(zyy/0 7) metnionyl aminopeptidase-like protein [Arabidops: 




unanana j 


beq. No. 


oll04z 


beq. lu 


uer /uuooUio4. nl 


Mof In 
J/ltS LilLH-l 


DT QQTY 
£5J_iri.O 1 A 


NCBI GI 


g3242403 


BLAST score 


283 


£j VdlUc 


1 Ho— 9^ 

i . ue— ZD 


l/iai-cn lengtn 




% identity 


Q Q 




iuooi /o; enaonuciease Lnorueum vuigarej 


Seq, No. 


ollU43 


oeq. iu 


uer /uuoouio / .ni 


\A/~i 4- Vi <-] 

rjeunou 


JdIiAo 1 LN 


KTfDT r«T 

LNUJ31 bl 


rrO Old A 


BLAST score 


84 


E value 


1.0e-39 


natcn lengtn 


1 9Q 

izo 


% identity 


91 


NCBI Description 


Maize Bz-McC gene for UDPglucose flavonoid 




glycosyl-transf erase 


Seq. No. 


311044 



44345 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uer700580246.hl 

BLASTN 

g3819189 

50 

1.0e-19 

129 
85 

Hordeum vulgare partial mRNA; 



clone CMWG0654 



311045 

uer700580279.hl 

BLASTN 

g442525 

199 

1.0e-108 

235 

96 

ZmERabp4=auxin-binding protein [Zea mays=corn, 
mRNA, 917 nt] 



seedling, 



311046 

uer700580350.hl 

BLASTX 

g2499987 

156 

5.0e-ll 

54 

59 

PEPTIDYL-TRNA HYDROLASE (PTH) >gi JL 8700 14_emb_CAB 068 65_ 
(Z92539) pth [Mycobacterium tuberculosis] 



Seq. No. 


311047 


Seq. ID 


uer700580525.hl 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


290 


E value 


1.0e-27 


Match length 


80 


% identity 


79 


NCBI Description 


(AF082347) C13 endopeptidase NP1 ; 


Seq. No. 


311048 


Seq. ID 


uer700580570.hl 


Method 


BLASTX 


NCBI GI 


g3107905 


BLAST score 


160 


E value 


2.0e-ll 


Match length 


51 


% identity 


67 


NCBI Description 


(D85101) leaf protein [Ipomoea ni. 


Seq. No. 


311049 


Seq. ID 


uer700580617.hl 


Method 


BLASTX 


NCBI GI 


gl079321 


BLAST score 


263 


E value 


3.0e-23 



44346 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



88 
56 

XPMC2 protein - African clawed frog >gi_595380 (U10185) 
XPMC2 protein [Xenopus laevis] 

311050 

uer700580634.hl 

BLASTX 

g3913633 



(AC002292) Unknown 





1 QR 


E value 


1.0e-15 


Match length 


51 


9- *1 /™i i"*S v± 4* T ■4— T T 

^ luenLiuy 


/ D 


wuoi Description 


n I rU 1 ii£j i 1 UAL IrKUlitjllN roAo.zD >gi 




protein [Arabidopsis thaliana] 


Seq. No. 


"3 1 1 ACT 

311051 


beq. ID 


uer/ 00580 652 .hi 


IXieT-HOQ 






g*t 4 jZOO^t 


BLAST qrorp 


1 W VJ 


E value 


3.0e-39 


Match length 


90 


% identity 


78 


NCBI Description 


(AC006300) hypothetical protein 


Seq. No. 


311052 


Seq. ID 


uer700580661.hl 


Method 


BLASTX 


NCBI GI 


g2262172 


BLAST score 


250 


E value 


9.0e-22 


Match length 


82 


% identity 


61 


NCBI Description 


(AC002329) predicted protein of ■ 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq. No. 


311053 


Seq. ID 


uer700580760.hl 


Method 


BLASTX 


NCBI GI 


g3242702 


BLAST score 


249 


E value 


8.0e-22 


Match length 


77 


% identity 


58 


NCBI Description 


(AC003040) hypothetical protein [Arabidopsis 


Seq. No. 


311054 


Seq. ID 


uer700580842.hl 


Method 


BLASTN 


NCBI GI 


g2114206 


BLAST score 


33 


E value 


4.0e-09 


Match length 


37 


% identity 


97 


NCBI Description 


Oryza sativa DNA for glutaredoxin, complete < 



cds 



44347 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311055 

uer700580934.hl 

BLASTX 

gl33830 

147 

7.0e-10 

30 

93 

40S RIBOSOMAL PROTEIN S17 >gi_71200__pir R4RT17 ribosomal 

protein S17 - rat >gi_206745 (K02933) ribosomal protein S17 
[Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311056 

uer700580946.hl 

BLASTX 

gl40739 

148 

1.0e-09 

98 

34 

HYPOTHETICAL 31.0 KD PROTEIN IN RNPB-SOHA INTERGENIC REGION 

(ORF 2) >gi_78519_pir JQ0613 3-hydroxyisobutyrate 

dehydrogenase (EC 1.1.1.31) homolog - Escherichia coli 
>gi_216632_dbj_BAA14238_ (D90212) ORF2 [Escherichia coli] 
>gi_606065 (U18997) ORF_f299 [Escherichia coli] >gi_1789513 
(AE000394) putative dehydrogenase [Escherichia coli] 



Seq. No. 


311057 


Seq. ID 


uer700581111.hl 


Method 


BLASTX 


NCBI GI 


g4467135 


BLAST score 


251 


E value 


8.0e-22 


Match length 


63 


% identity 


67 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 


Seq. No. 


311058 


Seq. ID 


uer700581127.hl 


Method 


BLASTN 


NCBI GI 


g3695004 


BLAST score 


'33 


E value 


4.0e-09 


Match length 


33 


% identity 


100 


NCBI Description 


Zea mays pyruvate dehydrogenase kinase isoform 2 mRNA, 




nuclear gene encoding mitochondrial protein, complete 


Seq. No. 


311059 


Seq. ID 


uer700581214.hl 


Method 


BLASTX 


NCBI GI 


g401237 


BLAST score 


283 


E value 


1.0e-25 


Match length 


90 


% identity 


76 


NCBI Description 


UBIQUITIN-ACTIVATING ENZYME El 2 >gi 170684 (M90663) 



44348 



ubiquitin activating enyme [Triticum aestivum] 



Seq. No. 


311060 


Seq. ID 


uer700581365.hl 


Method 


BLASTX 


NCBI GI 


g3132472 


BLAST score 


163 


E value 


1 . Oe-11 


Match length 


38 


% identitv 


79 


NCBI Dpsrri nt i nn 




Seq. No. 


311061 


Seq. ID 


uer700581439.hl 


Method 


BLASTX 


NCBI GI 




BLAST scorp 


147 


E 1 lip 


ft np-1 o 


Match lenath 


54 


% identity 


46 


NCBI Desrrintinn 


f AT . 0 4 Q A ft ft \ H T7T^(^+" hof i nal nrnf a-l n rSvaKi /-4/-w^ d -! <-< 
Vru_iu *± jHt o o ; nypu Lllc LXL-al piutcin [HiaDlQupSlS 


Seq. No. 


311062 


Seq. ID 


uer700581471.hl 


Method 


BLASTX 


NCBI GI 


g2129880" 


BLAST qrorp 


?0ft 


E Vr5 1 1 1 P 
l—i value 




Mr3"l"pH 1 f^nrrl"h 


ft s 


% identity 


68 




<-y Luufiroine r^ou — garden pea >gi lobuiio emu 




vii^^^ioj; cy Locnrome r40u [irisum sauivumj 


Seq. No. 


311063 


Seq. ID 


uer700581512.hl 


Method 


BLASTX 


NCBI GI 


g3451067 


BLAST score 


154 


E value 


2.0e-10 


Match length 


47 


% identity 


64 



NCBI Description (AL031326) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



311064 

uer700581525.hl 

BLASTX 

g2832697 

142 

7.0e-15 

68 

66 

(AL021713) putative protein [Arabidopsis thaliana] 
311065 

uer700581565.hl 

BLASTX 

g35782 



44349 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



185 

2.0e-14 

39 

95 

(X62055) protein-tyrosine phosphatase 1C [Homo sapiens] 

>gi_228043__prf 1715334A protein Tyr phosphatase [Homo 

sapiens] 



o c ^ * IN \J • 




oeq. JLU 


uer /uuooio /o.ni 


neunou 


DT 7\ CTV 


WPDT PT 


rr9 1 ClA&l Q 
y-c 1U f± D / .7 


i— 'J-LTiO X 








Match length 


87 


% identity 


67 


NCBI Description 


(X97906) transcript. 


Seq. No, 


311067 


Seq. ID 


uer700581732.hl 


Method -4 


BLASTX 


NCBI GI 


g417154 


BLAST score 


374 


E value 


3.0e-36 


Match length 


94 


% identity 


82 


NCBI Description 


HEAT SHOCK PROTEIN i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

311068 

uer700581778.hl 

BLASTX 

gl25576 

227 

5.0e-19 

49 

88 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1.19) precursor - Arabidopsis thaliana 
>gi_16441_emb_CAA41155_ (X58149) Ribulose-5-phosphate 
kinase [Arabidopsis thaliana] 

311069 

uer700581804.hl 

BLASTN 

g507844 

46 

4.0e-17 

62 
94 

Zea mays A188 retrotransposon gag gene, complete cds 
311070 

uer700581892.hl 



44350 






Method 


BLASTX 




NCBI GI 


gl657619 




BLAST score 


278 




E value 


5.0e-25 




Match lenath 


91 




% identity 


58 




NCBI Description 


(U72504) G5d TArabidoDsis thal-i^n^l >rri ^068710 faF04Q9^ 






putative transmembrane orotein G5r> TArabidonsis thai iana 




Seg. No. 


311071 




Seq. ID 


uer700582092.hl 




Method 


BLASTN 




NCBI GI 


gl419369 




BLAST score 


85 




E value 


3. Oe-40 




Match length 


222 




% idpntitv 


92 




NCBI Description 


Z.mavs ZmABP3 mRNA for ant" in H^nnl \rmpri 7-i nrr f s^l-nr 




Sea. No 


31107? 

J1XU / 




Seq. ID 


uer700582095.hl 




Method 


BLASTX 




NCBI GI 


g4006877 




BLAST score 


223 


jE. 


E value 


1 . Oe-18 




Match lencrth 


51 


- 


% ident t t v 


75 


CP 


NCBI Dp^print i nn 

J-tV-fAJi Ij'Vi w Vu>^ 1— -1_ L/i.X 


{tiyjiuff xuMrt. oinamg iiKe prouein LAraDiQopsis tinaxianaj 




kj C LJ » IN w « 


"^1107^ 
J11U / o 




Sea. ID 






Method 


BLASTX 




NCBI GI 


g4539459 




BLAST score 


140 




E value* 


\J . L/C _7 




Match 1 pnrfhh 


33 




% idpni" l tv 


7^ 




NCBI Description 


f ALO 4 9500^ r511"t~ai" 1 VP* m*ri1~f=» 1 n r Arshi H^t^q ■! q t-hal i anal 




Sea No 


^1 1 074 




Sea. ID 


uer700 c i8?1 7Q hi 




Method 


BLASTX 




NCBI GI 


g3080420 




BLAST score 


162 




E value 


2.0e-ll 




Match length 


58 




% identity 


60 






\i^ijuz. < i: ou^t ; puLdtive sugar rransporuer protiem [Arani nnpsi 






thaliana 1 




Sea No 


^1 1 07^ 




Seq. ID 


uer700582222.hl 




Method 


BLASTX 




NCBI GI 


g3004565 




BLAST score 


383 




E value 


3.0e-37 




Match length 


92 



44351 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
311076 

uer700582350.hl 

BLASTX 

g2864613 

213 

2.0e-17 

85 

54 

(AL021811) S-receptor kinase -like protein [Arabidopsis 
thaliana] >gi_404 9333_emb_CAA22558_ (AL034567) S-receptor 
kinase-like protein [Arabidopsis thaliana] 

311077 

uer700582445.hl 

BLASTX 

g464863 

250 

1.0e-30 

84 

78 

26S PROTEASE REGULATORY SUBUNIT 8 (TAT-BINDING PROTEIN 

HOMOLOG 10) >gi_422297_pir JN0610 probable transcription 

factor DdTBPIO - slime mold (Dictyostelium discoideum) 
(fragment) >gi_290057 (L16579) HIV1 TAT-binding protein 
[Dictyostelium discoideum] 



Seq. No. 


311078 


Seq. ID 


uer700582482.hl 


Method 


BLASTX 


NCBI GI 


g4586117 


BLAST score 


208 


E value 


2.0e-23 


Match length 


88 


% identity 


61 


NCBI Description 


(AL049638) putative protein 


Seq. No. 


311079 


Seq. ID 


uer700582674.hl 


Method 


BLASTX 


NCBI GI 


g2660677 


BLAST score 


293 


E value 


9.0e-27 


Match length 


78 


% identity 


64 


NCBI Description 


(AC002342) unknown protein 


Seq. No. 


311080 


Seq. ID 


uer700582712.hl 


Method 


BLASTX 


NCBI GI 


g2911265 


BLAST score 


437 


E value 


1.0e-43 


Match length 


91 


% identity 


89 



[Arabidopsis thaliana] 



44352 



NCBI Description (AC002550) Unknown gene product [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



311081 

uer700582776.hl 

BLASTX 

g2344887 

380 

5.0e-37 

83 

84 

(AC002388) unknown protein [Arabidopsis thaliana] 
311082 

uer700582805.hl 

BLASTN 

g3242402 

45 

3.0e-16 

69 

91 

Hordeum vulgare mRNA for endonuclease, complete cds 



311083 

uer700582866.hl 

BLASTX 

g4519270 

143 

3.0e-09 

33 

70 

(AB011414) Kruppel-type zinc finger protein 



[Homo sapiens] 



311084 

uer700582934.hl 

BLASTX 

g4105794 

144 

1.0e-15 

71 

66 

(AF049928) PGP224 



[Petunia x hybrida] 



311085 

uer700583015.hl 

BLASTX 

g4062534 

188 

2.0e-14 

87 

46 

(D90734) Hypothetical protein 
311086 

uer700583066.hl 

BLASTX 

g576773 

312 



[Escherichia coli] 



44353 




E value 3.0e-30 

Match length 82 

% identity 20 

NCBI Description (U16956) polyubiquitin [Filobasidiella neoformans] 

Seq. No. 311087 

Seq. ID uer700583152.hl 

Method BLASTX 

NCBI GI g4539660 

BLAST score 267 

E value 1.0e-23 

Match length 93 

% identity 51 

NCBI Description (AF061282) polyprotein [Sorghum bicolor] 



Seq. No. 


311088 


Seq. ID 


uer700583166.hl 


Method 


BLASTX 


NCBI GI 


g4416302 


BLAST score 


368 


E value 


2.0e-35 


Match length 


94 


% identity 


78 


NCBI Description 


/7\t— i"i a r n 1 /" \ _ • 

(AF1Q5716) copia- 


Seq. No. 


311089 


Seq. ID 


uer700583192.hl 


Method 


BLASTX 


NCBI GI 


g2624403 


BLAST score 


480 


E value 


1.0e-48 


Match length 


94 


% identity 


98 


NCBI Description 


(Y14276) plastid 




bicolor] 


Seq. No. 


311090 


Seq. ID 


uer700583215.hl 


Method 


BLASTX 


NCBI GI 


g3367522 


BLAST score 


180 


E value 


2.0e-13 


Match length 


62 


% identity 


45 



sigma factor [Sorghum 



NCBI Description 



(AC004392) 
thaliana] 



EST gb_T04 691 comes from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311091 

uer700583337.hl 

BLASTN 

g22348 

86 

3.0e-41 

106 

96 

Z.mays mRNA for 



iojap protein 



44354 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E - value 

Match length 

% identity 

NCBI Description 



311092 

uer700583387.hl 

BLASTX 

g3319342 

218 

6.0e-18 

61 

70 

(AF077407) similar to mitochondrial carrier proteins (Pfairi 
mit_carr.hmm, score: 79.74 and 42.50) [Arabidopsis 
thaliana] 

311093 

uer700583428.hl 

BLASTX 

g4115379 

152 

3.0e-10 

41 

68 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 311094 

Seq. ID uer700583452.hl 

Method BLASTX 

NCBI GI g!69363 

BLAST score 143 

E value 1.0e-10 

Match length 54 

% identity 59 

NCBI Description (M75856) PVPR3 [Phaseolus vulgaris] 

Seq. No. 311095 

Seq. ID uer700583515.hl 

Method BLASTX 

NCBI GI g2739044 

BLAST score 154 

E value 2.0e-10 

Match length 84 

% identity 44 

NCBI Description (AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 

Seq. No. 311096 

Seq. ID uer700583614.hl 

Method BLASTX 

NCBI GI g3757521 

BLAST score 150 

E value 6.0e-10 

Match length 34 

% identity 85 

NCBI Description (AC005167) unknown protein [Arabidopsis thaliana] 

Seq. No. 311097 

Seq. ID uer700583731.hl 

Method BLASTX 



44355 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3461884 
156 

2.0e-18 

69 

68 

(AB006082) phosphoribosyl-ATP pyrophosphohydrolase 
[Arabidopsis thaliana] >gi_34 61886_dbj_BAA32529_ (AB006083) 
phosphoribosyl-ATP pyrophosphohydrolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311098 

uer700583911.hl 

BLASTX 

g2346966 

168 

4.0e-12 

63 

54 

(AB004871) CPC [Arabidopsis thaliana] 

>gi_4559383_gb_AAD23043.1_AC006526_8 (AC006526) putative 
DNA binding protein CPC [Arabidopsis thaliana] 

311099 

uer700583978.hl 

BLASTX 

g3915737 

201 

5.0e-16 

83 
57 

IMPORTIN ALPHA SUBUNIT (KARYOPHERIN ALPHA SUBUNIT) (KAP 
ALPHA) >gi_3228370 (AF017252) importin alpha [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



311100 

uer700584138.hl 

BLASTN 

g21800 

120 

5.0e-61 

180 

92 

T.aestivum L mRNA for hist one H2B 
311101 

uer700584260.hl 

BLASTX 

g4008131 

274 

1.0e-24 

72 

82 

(AF107894) chaperonin 10 [Homo sapiens] 
311102 

uer700584286.hl 
BLASTX 



44356 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl854445 
141 

3.0e-09 

39 

59 

(D83971) CPRD14 protein [Vigna unguiculata] 
311103 

uwc700149637.hl 

BLASTN 

g433041 

93 

6.0e-45 

211 

88 

Zea mays W-22 clone PREM-1B retroelement PREM-1, partial 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311104 

uwc700149718.hl 

BLASTX 

g3024122 

158 

8.0e-21 

74 

76 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOS YL TRANS FERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 

311105 

uwc700149720.hl 

BLASTX 

g464843 

172 

9.0e-13 

31 

97 

[Segment 1 of 2] TUBULIN ALPHA- 4 CHAIN 

>gi_22152_emb_CAA44864_ (X63179) alpha-tubulin #4 [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



311106 

uwc700149753.hl 

BLASTX 

g730536 

182 

5.0e-14 

36 
94 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18 915) 
protein subunit L17 [Nicotiana tabacum] 

311107 

uwc700149756.hl 

BLASTX 

g3157927 



60S ribosomal 



44357 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192 

3.0e-15 

48 

73 

(AC002131) Contains similarity to GDP-dissociation 
inhibitor gb__L07918 from Mus musculus. [Arabidopsis 
thaliana] 

311108 

uwc700149786.hl 

BLASTX 

gl353193 

181 

7.0e-14 

52 

65 

O-METHYLTRANSFERASE ZRP4 (OMT) >gi_542186_pir JQ2268 

O-methyltransf erase (EC 2.1.1.-) - maize >gi_404070 
(L14063) O-methyltransferase [Zea mays] 



Seq. No. 


311109 


Seq. ID 


uwc700149818.hl 


Metnoa 


TIT 71 C~*m\7 

BLASTX 


NCBI GI 


g4218535 


BLAST score 


165 


E value 


5.0e-12 


Match length 


40 


% identity 


72 


NCBI Description 


(AJ010829) GRAB1 protein [Triticum sp 


Seq. No. 


311110 


Seq. ID 


uwc7 0014 9822 .hi 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


365 


E value 


3.0e-35 


Match length 


83 


% identity 


81 


NCBI Description 


(AC005967) unknown protein [Arabidops; 


Seq. No. 


311111 


Seq. ID 


uwc700149968.hl 


Method 


BLASTN 


NCBI GI 


g459267 


BLAST score 


116 


E value 


1.0e-58 


Match length 


136 


% identity 


97 


NCBI Description 


Z.mays gene for HMG protein 


Seq. No. 


311112 


Seq. ID 


uwc700149975.hl 


Method 


BLASTX 


NCBI GI 


g4505499 


BLAST score 


156 


E value 


8.0e-ll 


Match length 


46 



44358 



% identity 

NCBI Description 



54 

O-GlcNAc transferase (uridine 
diphospho-N-acetylglucosamine : polypeptide 
beta-N-acetylglucosaminyl transferase) >gi_22 66994 
O-linked GlcNAc transferase [Homo sapiens] 



(U77413) 



Seq. No. 


T1 1 1 1 O 

31111 3 


Seq. ID 


uwc7 001o001o . nl 






NCBI GI 


~ A "7 *D r A 0 

g4 /3oU2 


BLAST score 


lz3 


E value 


T Art 

/ . ue-o3 


1UT ^ ^* 1 ?T\ « /-^r 4" r~l 

riaLCii _i_encj in 


907 


% identity 


90 


NCBI Description 


Zea mays W-22 histone H2A mRNA, complete cds 


Seq. No. 


311114 


Seq. ID 


uwc700150064 .hi 


Method 


BLASTX 


NCBI GI 


g3021409 


BLAST score 


186 


E value 


2 . Oe-14 


Match length 


76 


% identity 


57 


NCBI Description 


(Y12781) transducin (beta) like 1 protein [Homo 


Seq. No. 


311115 


Seq. ID 


uwc700150178.hl 


Method 


BLASTX 


NCBI GI 


g3775989 


BLAST score 


315 


E value 


A A — A A 

2 . Oe-29 


Match length 


O A 

84 


% identity 


/ 3 


NCBI Description 


(AJ010458) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


311116 


Seq. ID 


uwc7 00150206. hi 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


1 A A 

138 


% identity 


o o 
0 o 


NCBI Description 


Zea mays cosmid II.2E10 22-kDa alpha zein gene < 




complete sequence 


Seq. No. 


311117 


Seq. ID 


uwc700150235.hl 


Method 


BLASTX 


NCBI GI . 


g2190549 


BLAST score 


177 


E value 


2.0e-13 


Match length 


49 


% identity 


65 



NCBI Description (AC001229) No definition line found [Arabidopsis thaliana] 



44359 



Seq. No. 


■311110 

311118 


beq. ID 


uwc /uuiouz 0 / • ni 


Method 


DT 7\C rpv 


NCBI GI 


g3540195 


BLAST score 


138 


E value 


1 fln-OQ 

1 . ue-uo 


Match length 




% identity 




wcrsi Description 


^Auuu^zouj unjcnown protein 


Seq. No. 


311119 


Seq. ID 


uwc /UUiouz4o.nl 


Method 








BLAST score 


153 


E value 


1.0e-10 


Match length 


41 


% identity 


76 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S27 



{MANGANESE EFFICIENCY RELATED 

PROTEIN 1) >gi_1076733_pir S53124 zinc finger protein - 

barley >gi_732811_emb_CAA59732_ (X85544) putative zinc 
finger protein [Hordeum vulgare] 



Seq. No. 


311120 


Seq. ID 


uwc700150263.hl 


Method 


BLASTX 


NCBI GI 


g4455192 


BLAST score 


172 


E value 


9.0e-13 


Match length 


78 


% identity 


49 


NCBI Description 


(AL035440) putative ] 


Seq. No. 


311121 


Seq. ID 


uwc700150317.hl 


Method 


BLASTX 


NCBI GI 


g3935150 


BLAST score 


203 


E value 


2.0e-16 


Match length 


52 


% identity 


69 


NCBI Description 


(AC005106) T25N20.14 


Seq. No. 


311122 


Seq. ID 


uwc700150326.hl 


Method 


BLASTX 


NCBI GI 


g4539404 


BLAST score 


165 


E value 


5.0e-12 


Match length 


32 


% identity 


88 


NCBI Description 


(AL049524) putative ; 


Seq. No. 


311123 


Seq. ID 


uwc700150332.hl 


Method 


BLASTN 


NCBI GI 


gl68619 



[Arabidopsis thaliana] 



44360 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 

6.0e-60 

173 
94 

Maize superoxide dismutase-2 (Sod-2) mRNA, complete cds . 
>gi_168621_gb_M15175_MZESOD2A Maize superoxide dismutase 2 
(S0D2) mRNA, complete cds 

311124 

uwc700150349.hl 

BLASTX 

g4336747 

221 

2.0e-18 

77 
57 

(AF104924) unconventional myosin heavy chain [Zea mays] 
311125 

uwc700150360.hl 

BLASTX 

g2267006 

260 

4.0e-23 

54 

87 

(AF006825) endosperm lumenal binding protein [Oryza sativa] 
311126 

uwc700150376.hl 

BLASTX 

g4581047 

230 

1.0e-19 

54 
76 

(AF134807) putative dihydrof lavonol reductase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



311127 

uwc700150426.hl 

BLASTX 

g2804280 

220 

2.0e-18 

47 

79 

(AB003687) 6-4 photolyase [Arabidopsis thaliana] 
>gi__3929918_dbj_BAA34711_ (AB017331) 6-4 photolyase 
[Arabidopsis thaliana] 

311128 

uwc700150450.hl 

BLASTX 

gll84774 

292 

9.0e-27 



44361 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
100 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

311129 

uwc700150494.hl 

BLASTX 

gl40207 

185 

3.0e-14 

49 

63 

PROBABLE 40S RIBOSOMAL PROTEIN S9 >gi_102109jpir S12674 

ribosomal protein S9.e - Trypanosoma brucei 
>gi_10399__emb_CAA36818__ (X52586) aid orfU protein (AA 1 - 
190) [Trypanosoma brucei] 



Seq. No. 


311130 


Seq. ID 


uwc700150508.hl 


Method 


BLASTX 


NCBI GI 


g3080740 


BLAST score 


300 


E value 


1.0e-27 


Matph 1 encrth 


74 


% identity 


74 


NCBI Description 


(U77366) pasticcino 1- 


Seq. No. 


311131 


Seq. ID 


uwc700150520.hl 


Method 


BLASTX 


NCBI GI 


g4262148 


BLAST score 


250 


E value 


7.0e-22 


Match length 


71 


% identity 


65 


NCBI Description 


(AC005275) predicted ] 




[Arabidopsis thaliana 


Seq. No. 


311132 


Seq. ID 


uwc700150534.hl 


Method 


BLASTN 


NCBI GI 


gl864000 


BLAST score 


126 


E value 


8.0e-65 


Match length 


142 


% identity 


97 


NCBI Description 


Maize DNA for Fd III, 


Seq. No. 


311133 


Seq. ID 


uwc700150553.hl 


Method 


BLASTX 


NCBI GI 


g3935173 


BLAST score 


268 


E value 


5.0e-24 


Match length 


75 


% identity 


63 



-D [Arabidopsis thaliana] 



44362 



NCBI Description (AC004557) F17L21.16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311134 

uwc700150674.hl 

BLASTX 

g4588906 

218 

4.0e-18 

49 

86 

(AF118149) ribosomal protein S7 



[Secale cereale] 



Seq. No. 


31113d 


Seq. ID 


uwc /UUloU/ol.ni 


Method 


tit up mv 

BLASTX 


NCBI GI 


gl418331 


BLAST score 


242 


E value 


6 . Oe-21 


Match length 


78 


% identity 


64 


NCBI Description 


(X95909) receptor like protein kinas 




thaliana] 


Seq. No. 


311136 


Seq. ID 


uwc700150777 .hi 


Method 


BLASTX 


NCBI GI 


g2129948 


BLAST score 


301 


E value 


5.0e-28 


Match length 


73 


% identity 


81 


NCBI Description 


inorganic pyrophosphatase (EC 3.6.1 




common tobacco 


Seq. No. 


311137 


Seq. ID 


uwc700150804.hl 


Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


250 


E value 


1. Oe-21 


Match length 


53 


% identity 


92 


NCBI Description 


(D45423) ascorbate peroxidase [Oryz< 


Seq. No. 


311138 


Seq. ID 


uwc700150837.hl 


Method 


BLASTX 


NCBI GI 


g2791278 


BLAST score 


140 


E value 


6.0e-09 


Match length 


79 


% identity 


41 


NCBI Description 


(269257) beta-xylosidase [Hypocrea 


Seq. No. 


311139 


Seq. ID 


uwc700150848.hl 


Method 


BLASTX 



,1) (clone TVP31) 



44363 



NCBI GI 


gll36122 


BLAST score 


4 68 


Uj vaiue 




Match length 




% identity 


1UU 


1NL..D1 JJcSCiipi-lUil 


fYQ1807^ si fa— tubulin FOrvza satival 


beq. NO. 


O 1 llfi U 


oeq. id 


nwr-7 001 ^087^ hi 


i/iet-noa. 


J3.Li.riO iA 


NCBI GI 


g4262234 


BLAST score 


249 


£i vdiue 


7 0^-9 9 


Matcn lengrn 


0 0 


-6 laenriry 


/ o 


VI f" 1 "D T naony i t^+* ~\ t*i 
IN^Dl UcbLI JLp L--LUI1 


( AfOO 6900^ nnknnwn nrotpin FArabidoosis thaliana 


Seq. No. 


^1 1 1 A 1 
.311141 


oeq, iu 


nwr7001 SORRH hi 




dt nqfry 
OljriO i. A. 


NCBI GI 


g3420057 


BLAST score 


237 


E value 




jxiatcn lengun 


1A 


% identity 


01 


jm^dI Description 




Seq. No. 


oi 1 1 yiO 
J1114Z 


beq. lu 


nTjr»7nni R0RQ0 hi 
UWC / \J\J XOVu y\J • 111 


Method 


DliAb i A 


NCBI GI 


g3± f bbyu 


BLAST score 


iyo 


E value 


5.0e-15 


Match length 


63 


% identity 


OO 


NCBI Description 


/ 1 j olltiliar to iiDitjuiL-J-ii _LJ_ycioe u\j~>z?\j*j 


cerevisiae. &oi go koo^^o comes noui uiio ycnci 




aJjXUOpoXo Ulla.Xla.lla. J 


Seq. No. 


J1114 o 


beq. lu 


UWC / UUIjUo 31 .ill 


Method 


DiifiOlA 


NCBI GI 


gl /Uob / o 


BLAST score 


olU 


E value 


6.0e-29 


Match length 


59 


$ icienritiy 


y / 


NCBI Description 


UCiiili UlVlolUJN WlUliIii ±ri\\Jl HillN ft 0 JHJL v 1V^1jWv3 V V/II1UOII.N 


rKUIJlillM nUixlUliULj/ oD^flou \, u ^ u ^i*- > ^ 




tt-3 1 /NOT t\ — r* rsr^^r a "i ni rirr tt^'KT^'\~ & 1 n [ CZ1 \7C t "1 TIP ttj a v 1 


Seq. No. 


0 1 1 1 A A 

J11144 


Seq. ID 


uwc700150896.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


4.0e-ll 



44364 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

§eq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 
100 

Xenopus laevis cDNA clone 27A6-1 
311145 

uwc700150972.hl 

BLASTX 

g3738316 

189 

7.0e-15 

59 
58 

(AC005170) unknown protein [Arabidopsis thaliana] 
311146 

uwc700150977.hl 

BLASTN 

g!772598 

46 

5.0e-17 

82 
89 

T.aestivum mRNA for germin-like protein 2, partial 
311147 

uwc700151029.hl 

BLASTX 

g4559380 

142 

2.0e-09 

38 

58 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311148 

uwc700151052.hl 

BLASTX 

gl402918 

337 

5.0e-32 

82 
80 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 

311149 

uwc700151120.hl 

BLASTX 

g3377507 

147 

7.0e-10 

33 
82 

(AF056026) auxin transport protein EIR1 '[Arabidopsis 
thaliana] >gi_3661620 (AF093241) putative auxin efflux 



44365 



carrier AGR [Arabidopsis thaliana] >gi_3746886 (AF087459) 
polar-auxin-transport efflux component AGRAVITROPIC 1 
[Arabidopsis thaliana] >gi_4206709 (AF086906) root 
gravitropism control protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311150 

uwc700151141.hl 

BLASTX 

gll70034 

294 

5.0e-27 

61 
93 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

( GAMMA-GLUTAMYLC YSTE INE SYNTHETASE) (GAMMA-ECS) (GCS) 

>gi_2129598_pir S60128 glutamate — cysteine ligase (EC 

6.3.2.2) precursor, chloroplast - Arabidopsis thaliana 
>gi_488615_emb_CAA82626_ (Z29490) gamma-glut amy 1 cysteine 
synthetase [Arabidopsis thaliana] 



Seq. Nq. 


311151 


Seq. ID 


uwc700151189.hl 


Method 


BLASTX 


NCBI GI 


g3063445 


BLAST score 


193 


E value 


2.0e-15 


Match length 


73 


% identity 


52 


NCBI Description 


(AC003981) F22013.7 


Seq. No. 


311152 


Seq. ID 


uwc700151223.hl 


Method 


BLASTX 


NCBI GI 


g4467100 


BLAST score 


169 


E value 


2.0e-12 


Match length 


53 


% identity 


64 


NCBI Description 


(AL035538) MADS-box 




thaliana] 


Seq. No. 


311153 


Seq. ID 


uwc700151243.hl 


Method 


BLASTX 


NCBI GI 


g66009 


BLAST score 


297 


E value 


3.0e-27 


Match length 


56 


% identity 


100 



[Arabidopsis thaliana] 



MADS-box protein AGL17-like protein [Arabidopsis 



NCBI Description 



glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) C, 
cytosolic - maize >gi_22238_emb_CAA30151_ (X07156) GADPH 
(AA 1-337) [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



311154 

uwc700151265.hl 

BLASTN 

g3821780 



44366 



BLAST score 


36 


E value 


4 . Ue-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cuina cxone z //\o— ± 


Seq. No. 


311155 


Seq. ID 


uwc /uuioiozo.ni 


Method 


BLASTX 


NCBI GI 


g2464905 


BLAST score 


223 


E value 


9 . Oe-19 


Match length 


61 


% identity 


75 


NCBI Description 


(zyy/Uo) minor axxergen [iiraDiaopsis und.xiciiicij 


Seq. No. 


31115o 


Seq. ID 


uwc /uuioiooo.ni 


Method 


fit 71 pi rn\r 

BLASTX 


NCBI GI 


gl431872 


BLAST score 


174 


E value 


4 . Oe-13 


Match length 


52 


% identity 


63 


NCBI Description 


(U48831) WRKY1 [Petroselmum crispumj 


Seq. No. 


311157 


Seq. ID 


uwc700151344 .hi 


Method 


BLASTN 


NCBI bl 


g4 iojjuj 


BLAST score 


164 


E value 


2.0e-87 


Match length 


208 


% identity 


95 


NCBI Description 


Zea mays posmid IV.1E1 22-kDa alpha zein prote 



(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 


311158 


Seq. ID 


uwc700151358.hl 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


177 


E value 


2. Oe-13 


Match length 


83 


% identity 


46 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


311159 


Seq. ID 


uwc700151376.hl 


Method 


BLASTX 


NCBI GI 


g2906011 


BLAST score 


207 


E value 


9.0e-17 


Match length 


75 


% identity 


51 



44367 



NCBI Description (AF036894) sphingosine-l-phosphate lyase; 

pyridoxal-phosphate protein; SPL [Mus musculus] 

Seq. No. 311160 

Seq. ID uwc700151401.hl 

Method BLASTN 

NCBI GI g!935046 

BLAST score 228 

E value 1.0e-125 

Match length 232 

% identity 100 

NCBI Description Zea mays helix-loop-helix type transcription factor R 

(R-d:Catspaw allele) gene, exon 1, inverted repeat, partial 
cds 

Seq, No. 311161 

Seq. ID uwc700151403.hl 

Method BLASTX 

NCBI GI g4567283 

BLAST score 313 

E value 3.0e-29 

Match length 77 

% identity 75 

NCBI Description (AC006841) unknown protein [Arabidopsis thaliana] 

Seq. No. 311162 

Seq. ID uwc700151409.hl 

Method BLASTX 

NCBI GI g2129825 

BLAST score 295 

E value 3.0e-27 

Match length 64 

% identity 84 

NCBI Description dynamin-like protein phragmoplastin 12 - soybean 
>gi_1217994 (U25547) SDL [Glycine max] 

Seq. No. 311163 

Seq. ID uwc700151423.hl 

Method BLASTX 

NCBI GI g4539314 

BLAST score 159 

E value 5.0e-17 

Match length 70 

% identity 70 

NCBI Description (AL035679) kinesin like protein [Arabidopsis thaliana] 

Seq. No. 311164 

Seq. ID uwc700151429.hl 

Method BLASTX 

NCBI GI g4218991 

BLAST score 260 

E value 4.0e-23 

Match length 74 

% identity 64 m 
NCBI Description (AF098632) subtilisin-like protease [Arabidopsis thaliana] 

Seq. No. 311165 



44368 



Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 



uwc700151435.hl 

BLASTX 

g3122071 

397 

3.0e-39 

73 

100 

ELONGATION FACTOR 1-ALPHA (EF-1 -ALPHA) 

>gi_2130148_pir S66339 translation elongation factor eEF-1 

alpha chain - maize >gi_1321656_dbj_BAA08249_ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 



Seq. No. 


311166 


Seq. ID 


uwc700151470.nl 


Method 


BLASTX 


NCBI GI 


g4468153 


BLAST score 


278 


E value' 


4.0e-25 


Match length 


79 


% identity 


62 


NCBI Description 


(AJ132000) sucrc 


Seq. No. 


311167 


Seq. ID 


uwc700151520.hl 


Method 


BLASTX 


NCBI GI 


g3811007 


BLAST score 


231 


E value 


2.0e-19 


Match length 


90 


% identity 


60 


NCBI Description 


(AB019327) NADP 




car ota] 


Seq. No. 


311168 


Seq. ID 


uwc700151543.hl 


Method 


BLASTN 


NCBI GI 


g485376 


BLAST score 


46 


E value 


6.0e-17 


Match length 


50 


% identity 


98 


NCBI Description 


Zea mays alpha-; 


Seq. No. 


311169 


Seq. ID 


uwc700151577.hl 


Method 


BLASTN 


NCBI GI 


gl408221 


BLAST score 


38 


E value 


4.0e-12 


Match length 


50 


% identity 


94 


NCBI Description 


Sorghum bicolor 




complete cds 


Seq. No. 


311170 


Seq. ID 


uwc700151586.hl 


Method 


BLASTX 



specific isocitrate dehydrogenase [Daucus 



3-tubulin gene, complete cds 



(PR-10) mRNA, 



44369 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. * ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g629858 
278 

3.0e-25 

78 
72 

protein kinase C inhibitor - maize 
311171 

uwdW0151629.hl 

BLASTX 

g2244750 

191 

6.0e-15 

76 
67 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 


311172 


Seq. ID 


uwc700151630.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 


Seq. No. 


311173 


Seq. ID 


uwc700151656.hl 


Method 


BLASTX 


NCBI GI 


gl208776 


BLAST score 


217 


E value 


5.0e-18 


Match length 


79 


% identity 


47 


NCBI Description 


(U48367) alcohol dehydrog* 



>gi_1208788 
banksiana] 



(U48373) alcohol dehydrogenase [Pinus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



311174 

uwc700151692.hl 

BLASTX 

g3641837 

248 

1.0e-21 

73 

70 

(AL023094) Nonclathrin coat protein gamma 
[Arabidopsis thaliana] 

311175 

uwc700151703.hl 

BLASTX 

g3913427 

250 



like protein 



44370 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-22 

74 

97 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi__1532073_emb_CAA69075__ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 

311176 

uwc700151721.hl 

BLASTN 

g3288882 

45 

2.0e-16 

77 
90 

Oryza sativa mRNA for SAR DNA binding protein, partial cds 
311177 

uwc700151851.hl 

BLASTX 

<gl632831 

152 

2.0e-10 

32 

88 

(Z4 9698) orf [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311178 

uwc700151857.hl 

BLASTX 

g3355477 

164 

9.0e-12 

79 
49 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 


311179 


Seq. ID 


uwc700151858.hl 


Method 


BLASTX 


NCBI GI 


g4336606 


BLAST score 


317 


E value 


9.0e-36 


Match length 


80 


% identity 


99 


NCBI Description 


(AF099110) sigma : 


Seq. No. 


311180 


Seq. ID 


uwc700151887.hl 


Method 


BLASTX 


NCBI GI 


g82695 


BLAST score 


266 


E value 


9.0e-24 


Match length 


56 


% identity 


98 


NCBI Description 


glyceraldehyde- 3 - 



Sigl [Zea mays] 



(EC 1.2.1.12) 3 



44371 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 



maize (fragment) >gi_293887 (L13431) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

311181 

uwc700151963.hl 

BLASTX 

g4455220 

264 

2.0e-23 

75 

63 

(AL035440) putative aconitase [Arabidopsis thaliana] 
311182 

uwc700151981.hl 

BLASTX 

g4468798 

313 

2.0e-29 

74 

74 

(AJ010440) GST7 protein [Zea mays] 
311183 

uwc700151993.hl 

BLASTX 

g4455188 

152 

2.0e-10 

69 

43 

(AL035521) putative protein [Arabidopsis thaliana] 
311184 

uwc700152057.hl 

BLASTN 

g3821780 

36 

6.0e-ll 

45 

65 

Xenopus laevis cDNA clone 27A6-1 
311185 

uwc700152066.hl 

BLASTX 

gl402918 

261 

3.0e-23 

69 

71 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP 6a 
[Arabidopsis thaliana] 

311186 

uwc700152129.hl 



44372 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5511 

302 

5.0e-28 

59 

100 

CALMODULIN >gi_231682_sp_P29612_CALM_ORYSA CALMODULIN 
>gi_71682_pir MCBH calmodulin - barley 

>gi_100666_pir S24952 calmodulin 1 (clone _ lambda DASH) - 

rice >gi_20188_emb_CAA78287_ (Z12827) calmodulin [Oryza 
sativa] >gi_167008 (M27303) calmodulin [Hordeum vulgare] 
>gi_170072 (L01431) calmodulin [Glycine max] >gi_310315 
(L18913) calmodulin [Oryza sativa] >gi_506850 (L20691) 
calmodulin [Vigna radiata] >gi_1478370_bbs_176852 (S81594) 
auxin-regulated calmodulin, arCaM [Vigna radiata=mung bean, 
Wilczek, seedling, Peptide, 14 9 aa] [Vigna radiata] 
>gi_1742989_emb_CAA70982__ (Y09853) CaM protein [Cicer 
arietinum] >gi_1754991 (U48242) calmodulin TaCaMl-1 
[Triticum aestivum] >gi_1754993 (U48688) calmodulin 
TaCaMl-2 [Triticum aestivum] >gi_1754995 (U48689) 
calmodulin TaCaMl-3 [Triticum aestivum] >gi_1755003 
(U48693) calmodulin TaCaM3-l [Triticum aestivum] 
>gi_1755005 (U49103) calmodulin TaCaM3-2 [Triticum 
aestivum] >gi_1755007 (U49104) calmodulin TaCaM3-3 
[Triticum aestivum] >gi_1755009 (U49105) calmodulin 
TaCaM4rl [Triticum aestivum] >gi_3617842 (AF042840) 

calmodulin [Oryza sativa] >gi_226769_prf 1604476A 

calmodulin [Hordeum vulgare var. distichum] 

>gi 1583768_prf 2121384B calmodulin [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311187 

uwc700152131.hl 

BLASTX 

gll3621 

338 

2.0e-32 

67 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_JL68420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624__prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



311188 

uwc700152134.hl 

BLASTN 

gl870202 

120 

4.0e-61 

159 
94 



NCBI Description Z.mays cyp71c3 gene 



Seq. No. 
Seq. ID 



311189 

uwc700152142.hl 



44373 



Method 


BLAb I X 


NCBI GI 


g4049341 


BLAST score 


165 


E value 


o . ue-lz 


Match length 


54 


% identity 


c n 
D i 


NCBI Description 


^riLiU •J'i DK> i ) pULaLlvS px.UU.trHl LrlX aJJlUUpolo una. J. j-diici j 


Seq. No. 


311190 


Seq. ID 


uwc /UUlozio / . ni 


Method 


BLASTX 


NCBI GI 


g3757523 


BLAST score 


221 


E value 


1 . ue-la 


Match length 


57 


% identity 


70 


NCBI Description 


\ALUuoio / ) punauive x.ranspori.in LhiaDiaopbio Liia.xia.iia.. 


Seq. No. 


311191 


Seq. ID 


uwc /uuioziDi.ni 


Method 


BLASTN 


NCBI GI 


g662367 


BLAST score 


190 


E value 


1.0e-103 


Match length 


215 


% identity 


98 


NCBI Description 


Zea mays farnesyl pyrophosphate synthetase (fps) mRNA l 




complete cds 


Seq. No. 


311192 


Seq. ID 


uwc /UUlozloU. ni 


Method 


BLASTX 


NCBI GI 


g4539665 


BLAST score 


215 


E value 


1 . Oe-17 


Match length 


76 


% identity 


54 


NCBI Description 


(AF061282) polyprotein [Sorghum bicolor] 


Seq. No. 


311193 


Seq. ID 


uwc/ 0 015227 1 . nl 


Method 


BLASTN 


NCBI GI 


g440170 


BLAST score 


193 


E value 


1 . ue-104 


Match length 


233 


% identity 


96 


NCBI Description 


z.mays (ubuuu^o/; TirpB. gene 


Seq. No. 


311194 


Seq. ID 


uwc7 001522 91 .hi 


Method 


bliAbi A 


NCBI GI 


gl!71579 


BLAST score 


190 


E value 


7.0e-15 


Match length 


49 


% identity 


67 



44374 



NCBI Description (X95342) cytochrome P450 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311195 

uwc700152302.hl 

BLASTN 

g22322 

63 

3.0e-27 

63 

100 

Z.mays mRNA for H2B histone (clone CH2B214) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311196 

uwc700152353.hl 

BLASTX 

gl00921 

299 

1.0e-27 

59 

97 

regulatory protein B-Peru - maize >gi_22195_emb_CAA40544_ 
(X57276) regulatory protein [Zea mays] 



Seq. No. 


311197 


Seq. ID 


uwc700152385.hl 


Method 


BLASTX 


NCBI GI 


g2642165 


BLAST score 


230 


E value 


1.0e-19 


Match length 


64 


% identity 


62 


NCBI Description 


(AC003000) hypothet 


Seq, No. 


311198 


Seq. ID 


uwc700152386.hl 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


35 


E value 


2.0e-10 


Match length 


43 


% identity 


95 


NCBI Description 


Zea mays cosmid IV. 



(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311199 

uwc700152416 
BLASTX 
g2832629 
148 

7.0e-10 

70 
39 

(AL021711) 4-coumarate-CoA ligase 
thaliana] 



- like [Arabidopsis 



44375 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311200 

uwc700152422 
BLASTX 
gl346957 
186 

2.0e-14 

35 . 
100 

RAS -RELATED PROTEIN 
protein [Zea mays] 



RAB-2-B >gi_722328 (U22433) GTP binding 



311201 

uwc700152445 
BLASTX 
g2894534 
206 

1.0e-22 

56 

91 

(AJ224327) aquaporin [Oryza sativa] 
311202 

uwc700152496.hl 

BLASTX 

g4646232 

166 ' ; 

5.0e-12 

73 

42 

(AC007266) putative ligand-gated ion channel protein 
[Arabidopsis thaliana] 



Seq. No. 


311203 


Seq. ID 


uwc700152504.hl 


Method 


BLASTX 


NCBI GI 


g3093294 


BLAST score 


291 


E value 


1.0e-26 


Match length 


76 


% identity 


71 


NCBI Description 


(Y12782) putative vi. 


Seq. No. 


311204 


Seq. ID 


uwc700152522.hl 


Method 


BLASTX 


NCBI GI 


g4503527 


BLAST score 


138 


E value 


7.0e-09 


Match length 


59 


% identity 


46 


NCBI Description 


UNKNOWN >gi_1778051 


Seq. No. 


311205 


Seq. ID 


uwc700152546.hl 


Method 


BLASTX 


NCBI GI 


g66009 


BLAST score 


264 



44376 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-23 

52 
100 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) C, 
cytosolic - maize >gi_22238_emb_CAA30151_ (X07156) GADPH 
(AA 1-337) [Zea mays] 

311206 - 

uwc700152575.hl 

BLASTX 

g2499535 

351 

1.0e-33 

76 
91 

2-OXOGLUTARATE/MALATE TRANS LOCATOR PRECURSOR >gi_595681 
(U13238.) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



311207 

uwc700152584.hl 

BLASTX 

g3395431 

245 

3.0e-21 

70 
63 

(AC004683) unknown protein [Arabidopsis thaliana] 



311208 

uwc700152613.hl 

BLASTX 

g479356 

244 

4.0e-21 

75 
65 

protein kinase PK1 



(EC 2.7.1.-), receptor-like - maize 



311209 

uwc700152620.hl 

BLASTX 

g4539423 

314 

2.0e-29 

77 

78 

(AL049171) pyrophosphate-dependent phosphofructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



311210 

uwc700152639.hl 

BLASTN 

g22322 

75 

3.0e-34 
99 



44377 



% identity 94 

NCBI Description Z.mays mRNA for H2B histone (clone CH2B214) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311211 

uwc700152647.hl 

BLASTX 

g3367536 

143 

2.0e-09 

33 

82 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb__T04695 comes from this gene. 

[Arabidopsis thaliana] 

311212 

uwc700152691.hl 

BLASTX 

g4263712 

166 

4.0e-12' 

37 

81 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311213 

uwc700152720.hl 

BLASTX 

g2924781 

198 

6.0e-16 

63 
62 

(AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



311214 

uwc700152721.hl 

BLASTX 

g3850588 

201 

3.0e-16 

70 

54 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gbJT04384 come 
from this gene. [Arabidopsis thaliana] 

311215 

uwc700152744.hl 

BLASTX 

g2935342 

242 

4.0e-21 



44378 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
75 

(AF044216) steroid 22-alpha-hydroxylase; DWF4; CYP90B1 
[Arabidopsis thaliana] 

311216 

uwc700152789.hl 

BLASTX 

g2996096 

272 

2.0e-24 

55 

96 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

311217 

uwc700152819.hl ' Y 

BLASTX 

gl708777 

166 

4.0e-12 
61 

56' 

(Z83202) potassium channel [Arabidopsis thaliana] 
>gi_3063705_emb_CAA18596.1_ (AL022537) potassium channel 
protein [Arabidopsis thaliana] >gi_4090537 (U73325) K+ 
inward rectifying channel protein [Arabidopsis thaliana] 
>gi_4098949 (U81239) K+ inward rectifying channel 
[Arabidopsis thaliana] 



Seq. No. 


311218 


Seq. ID 


uwc700152866.hl 


Method 


BLASTX 


NCBI GI 


g2252631 


BLAST score 


143 


E value 


2.0e-09 


Match length 


41 


% identity 


66 


NCBI Description 


(U95973) hypothetical protein [Arabidopsis ■ 


Seq. No. 


311219 


Seq. ID 


uwc700152875.hl 


Method 


BLASTX 


NCBI GI 


g2108252 


BLAST score 


234 


E value 


4.0e-20 


Match length 


73 


% identity 


30 


NCBI Description 


(Y10228) P-glycoprotein-2 [Arabidopsis thai. 



Seq. No. 
Seq. ID 
Method 



>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538 925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 

311220 

uwc700152925.hl 
BLASTX 



44379 




NCBI GI gl498053 

BLAST score 162 

E value 1.0e-ll 

Match length 45 

% identity 69 

NCBI Description (U64436) ribosomal protein S8 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311221 

uwc700152959.hl 

BLASTX 

g4102600 

370 

6.0e-36 

79 

89 

(AF013467) ARF6 [Arabidopsis thaliana] 
311222 

uwc700153010.hl 

BLASTX 

gl31772 

168 

2.0e-12 

36 
94 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 (clone MCH1) 

maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311223 

uwc700153036.hl 

BLASTN 

gll29085 

51 

5.0e-20 

83 

90 

Wheat mRNA for protein H2A, complete cds, clone wcH2A-9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



311224 

uwc700153041.hl 

BLASTX 

gl352461 

245 

2.0e-21 

49 

98 

IN2-2 PROTEIN 
311225 

uwc700153072.hl 

BLASTX 

g4512685 

210 

2.0e-17 

65 

62 



44380 



NCBI Description {AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987 . 1_AC007087_6 (AC007087 ) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 311226 

Seq. ID uwc700153077.hl 

Method BLASTX 

NCBI GI g2660676 

BLAST score 351 

E value 7.0e-34 

Match length 73 

% identity 79 

NCBI Description (AC002342) Dreg-2 like protein [Arabidopsis thaliana] 

Seq. No. 311227 

Seq. ID uwc700153082.hl 

Method BLASTN 

NCBI GI gll00216 

BLAST score 99 

E value 7.0e-49 

Match length 103 

% identity 99 

NCBI Description Zea mays sucrose synthase (SUS1) gene, exons 1-2 

Seq. No. 311228 

Seq. ID uwc700153156.hl 

Method BLASTX 

NCBI GI g2924781 

BLAST score 178 

E value 2.0e-13 

Match length 51 

% identity 59 

NCBI Description (AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
^% identity 
NCBI Description 



311229 

uwc700153185.hl 

BLASTX 

gll73187 

193 

3.0e-15 

39 

97 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein s!2 [Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311230 

uwc700153264.hl 

BLASTX 

g3367568 

189 

1.0e-14 

47 

70 

(AL031135) protein kinase 



- like protein [Arabidopsis 



44381 



thaliana] 



311231 

uwc700153510.hl 
BLASTX 
g3914006 
339 

2 .0e-32 
66 
98 

MITOCHONDRIAL LON PROTEASE HOMOLOG 2 PRECURSOR >gi__1816588 
(U85495) LON2 [Zea mays] 

Seq. No. 311232 

Seq. ID uwc700153516.hl 

Method BLASTX 

NCBI GI g2286153 

BLAST score 206 

E value 1.0e-16 

Match length 43 

% identity 98 

NCBI Description (AF007581) cytoplasmic malate dehydrogenase [Zea mays] 

Seq. No. 311233 

Seq. ID uwc700153520.hl 

Method BLASTX - 

NCBI GI gl762142 

BLAST score 143 

E value 2.0e-09 

Match length 45 

% identity 56 

NCBI Description (U48434) putative cytochrome P450 [Solanum chacoense] 

Seq. No. 311234 

Seq. ID uwc700153526.hl 

Method BLASTX 

NCBI GI g266067CK : ' 

BLAST score 260 

E value 5.0e-23 

Match length 73 

% identity 68 

NCBI Description (AC002342) putative Cu2+-transporting ATPase [Arabxdopsis 
thaliana] 

Seq. No. 311235 

Seq, ID uwc700153557.hl 

Method BLASTX 

NCBI GI g4038594 

BLAST score 175 

E value 5.0e-13 

Match length 49 

% identity 53 

NCBI Description (AJ222798) tDETl protein [Lycopersicon esculentum] 
>gi_4454332_emb_CAA11914_ (AJ224356) tDETl protein 
[Lycopersicon esculentum] 

Seq. No. 311236 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description v 



44382 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



uwc700153566.hl 

BLASTX 

g3367537 

298 

2.0e-27 

83 
63 

(AC004392) Contains similarity to ANK repeat region of 
Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi__485107 
from Caenorhabditis elegans cosmid gb_U0004 9. This gene is 
continued from unannotated gene on BAC F19K23 gb AC000375. 

[Arabid ™ 

311237 

uwc700153583.hl 

BLASTN 

g2062705 

34 

8.0e-10 

34 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
311238 

uwc700153632.hl 

BLASTX 

g3080398 

144 

2.0e-09 

55 

47 

(AL022603) putative protein [Arabidopsis thaliana] 
311239 

uwc700153638.hl 

BLASTX 

gl498053 

239 

1.0e-20 

58 
81 

(U64436) ribosomal protein S8 [Zea mays] 
311240 

uwc700153639.hl 

BLASTX 

g3776581 

249 

7.0e-22 

70 

61 

(AC005388) Similar to Beta integral membrane protein 
homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 

311241 

uwc700153714.hl 
BLASTX 



44383 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2191135 
152 

2.0e-10 

47 
51 

(AF007269) A_IG002N01 . 14 gene product [Arabidopsis 
thaliana] 

311242 

uwc700153742.hl 

BLASTX 

gl498053 

302 

5.0e-28 

75 

81 

(U64436) ribosomal protein S8 [Zea mays] 
311243 

uwc700153780.hl 

BLASTX 

g3928543 

206 

7.0e-17 

69 

52 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 

311244 

uwc700153786.hl 

BLASTN 

g3821780 

36 

5.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
311245 

uwc700153841.hl 

BLASTN 

gl063665 

102 

1.0e-50 

113 

98 

Zea mays unknown protein mRNA, complete cds 
311246 

uwc700153936.hl 

BLASTX 

g2190544 

277 

5.0e-25 

76 

71 



44384 



NCBI Description 



(AC001229) Similar to Saccharomyces hypothetical protein 
P9642.2 (gb_U40828). [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311247 

uwc700153967.hl 

BLASTX 

g4581139 

217 

4.0e-18 

59 
59 

(AC006919) putative ABC transporter [Arabidopsis thaliana] 
311248 

uwc700153989.hl 

BLASTX 

gl632831 

166 

5.0e-12 

35 

89 

(Z4 9698) orf [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311249 

uwc700153991.hl 

BLASTN 

g3511235 

36 

5.0e-ll 

36 

100 

Zea mays starch branching enzyme lib 
cds 



(ae) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311250 

uwe700154089.hl 

BLASTX 

gl871196 

277 

5.0e-25 

61 

90 

(U90439) GMP kinase is'olog [Arabidopsis thaliana] 
>gi_2335091 (AC002339) putative GMP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311251 

uwc700154150.hl 

BLASTX 

g4063760 

147 

6.0e-10 

59 
47 

(AC005561) putative POL3 protein [Arabidopsis thaliana] 



Seq. No, 



311252 



44385 





iiwc700154223 hi 


Method 


rJlxriO Jl IN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


y . ue J. J- 


Match lengtn 




% identity 


1UU 


NUbi Description 




Seq. No, 






nwr700154225 hi 


Method 


P 1 iriO J. i\ 


NCBI GI 


g3287946 


BLAST score 


232 


E value 


7.0e-20 


Match length 


69 


% identity 


68 


NCBI Description 


PUTATIVE HELICASE C6F12.1' 



27A6-1 



IN CHROMOSOME I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Schizosaccharomyces pombe] 
311254 

uwc700154260.hl 

BLASTX 

g3776564 

151 

2.0e-10 
42 
64 

(AC005388) 
gi_3075397 
thaliana] 



Similar to hypothetical protein T1D16.16 
from A. thaliana BAC gb_AC004484. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311255 

uwc700154264.hl 

BLASTX 

g3047117 

229 

2.0e-19 

46 

96 

(AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311256 

uwc700154328.hl 

BLASTX 

g4210330 

369 

7.0e-36 

77 

90 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



El subunit 



Seq. No. 
Seq. ID 



311257 

uwc700154333.hl 



44386 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

gl514643 

161 

1.0e-ll 

50 

66 

(Z70524) 



PDR5-like ABC transporter [Spirodela polyrrhiza] 



311258 

uwc700154401.hl 

BLASTX 

g2655098 

196 

1.0e-15 

69 

58 

(AF023472) peptide transporter [Hordeum vulgare] 
311259 

uwc700154406.hl 

BLASTX 

g2522195 

246 

8.0e-27 

72 

82 

(AF022915) ornithine/acetylornithine aminotransferase 
[Triticum aestivum] 

311260 

uwc700154438.hl 

BLASTX 

g3746071 

232 

7.0e-20 

61 

72 

(AC005311) putative GTP-binding protein [Arabidopsis 
thaliana] 

311261 

uwc700154550.hl 

BLASTN 

g3821780 

36 

5.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
311262 

uwc700154563.hl 

BLASTX 

gl870700 

217 

4.0e-18 
43 



44387 



% identity 


1 nn 

1UU 


NUrii uescripuion 


(U84116) cleavage stage histone H3 [Psammechinus miliaris 


beq. no. 


JllZD J 






Method 


oliAol A 


NCBI GI 


g2262100 


BLAST score 


298 


E value 




Match length 


7 9 


% identity 


7 Q 




(i\c 009 ^4^) unknown nrotein TArabidoosis thaliana] 


Seq. No, 


O 1 Dfi 


beq. lu 


LI WO / uUiJIJ J J . li-L 


Method 


tJliAblJN 


NCBI GI 


g559535 


BLAST score 


203 


E value 


X » Uc 11 u 


Match length 


9^1 


% identity 


y i 


Ho cpri r"\T~ i r\T\ 


7. m^v^ mRNA for metallothionein 


beq. No. 




oeq. iu 


Li W I / • ill 


Method 


I5J_lH.o 1 LN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


d • ue 11 


Match length 




% identity 


i nn 
1UU 


NLbi Description 


ASIiOpUS lacvla UULNri OJ_\JJ.lfc3 £. l t\\j J. 


beq. no. 


OI 1 9££ 


oeq* iu 


nwr70.m R467 6 hi 


Method 


DT A CfV 

rSLAb 1a 


NCBI GI 


g4588008 


BLAST score 


163 


E value 


1 Do— 1 1 

i • ue 1 1 


Match length 


O D 


% identity 


A EL 


lNWDl UcbtlipLXUIl 


fAF0ftS97Ql hvr>othetical Drotein TArabidoosis thaliana] 


Seq. No. 


o-i i 9^7 


oeq* ±u 


nwp7fini S48?Q hi 




DlxriO 1 /\ 


NCBI GI 


goU^4Ulo 


BLAST score 


314 


E value 


2 . Ue-zy 


Match length 


59 


% identity 


100 




INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 


>gi 1546919 emb CAA69225 (Y07920) translation initiatior 




factor 5A [Zea mays] >gi_2668738 (AF034943) translation 




initiation factor 5A [Zea mays] 


Seq. No. 


311268 



44388 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uwc700154859.hl 

BLASTX 

g3122357 

171 

2.0e-12 

49 

67 

PUTATIVE LIPOATE-PROTEIN LIGASE B 
PROTEIN B) >gi_2494127 (AC002376) 



(LIPOATE BIOSYNTHESIS 
Contains similarity to 



Mycobacterium LIPB gene 
thaliana] 



(gb Q104041) . [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



311269 

uwc700154866.hl 

BLASTX 

g2811226 

153 

2.0e-10 

41 

73 

(AF042669) fimbrin 
(AF042671) fimbrin 



2 [Arabidopsis thaliana] 
2 [Arabidopsis thaliana] 



>gi 2811232 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311270 

uwc700154895.hl 

BLASTX 

g4587550 

169 

3.0e-12 

76 

43 

(AC006577) EST gb_R64848 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311271 

uwc700154952.hl 

BLASTX 

g4454466 

189 

1.0e-14 

47 

70 

(AC006234) unknown protein [Arabidopsis thaliana] 



311272 

uwc700154956.hl 

BLASTX 

g4006827 

152 

3.0e-10 

58 

50 

(AC005970) subtilisin-like protease 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



311273 

uwc700154958.hl 
BLASTX 



44389 



NCBI GI 


g2827143 


BLAST score 


269 


E value 


5.0e-24 


Match, length. 


67 


Sr i Hpnl - "i f v 

o -L- v*t.^ iiux ^- y 


73 


NCRI De*^ print ion 


( APH97 1 *74 ^ 1 nl o^jp ^ viThhfl c:p paf a 1 vt* "i p ^nhnn i i~ 




TArabidoDsis thalianal 


O C *J • LNU • 


311274 


Seq. ID 


uwc700154978 ,hl 


Method. 


BLASTX 


NCBI GI 


g3962377 


BLAST score 


290 


E value 


2. Oe-26 


Mstph 1 print Vi 


55 


& i Hpnt i tv 


98 


NCBI Description 


(AJ002551} heat shock nrotein 7 0 TArabidoosis thalianal 


Ovr;^ • in • 




Seq. ID 


uwc700155006 hi 


Method 


BLASTX 


NCBI GI 


al408460 


BLAST score 


198 


E value 


9.0e-16 


Ma +- cTd 1 f=iTi <r*h Vi 
Lia l. on j_ciiy uii 


*± 


O _L 1 i LCV 


0 0 




^u^uxoi/ uype £.t\ protein senile / tnieonine pnospnata.se jj 




VD^ R T*prrn 1 ^ friTU oiiKti nil - r Z\ t*3 T^i H Hon q +• Vi .a 1 i ana 1 






Sea ID 


uwc700155029 hi 


Method 


BLASTX 


NCBI GI 


gll3621 


BLAST score 


283 


E value 


8. Oe-26 


Match length 


56 


% identity 


100 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 



>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



311277 

uwc700155036.hl 

BLASTX 

g3738297 

145 

1.0e-09 

49 

27 

(AC005309) unknown protein [Arabidopsis thaliana] 
311278 

uwc700155038.hl 
BLASTN 



44390 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl296954 
39 

6.0e-13 

84 
96 

O.sativa mRNA for novel protein, osr40cl 
311279 

uwc700155054.hl 

BLASTN 

gl718235 

75 

3.0e-34 

231 

83 

Hordeum vulgare (1, 4) -beta-xylan endohydrolase isoenzyme 
X-I mRNA, complete cds 

311280 

uwc700155104.hl 

BLASTX 

gl345588 

235 

2.0e-23 

65 

98 

14-3-3-LIKE PROTEIN GF14-12 >gi_998432_bbs_164524 
GF14-12=GRF2 product /14-3-3 protein homolog [Zea mays, 
XL80, Peptide, 261 aa] 

311281 

uwc700155165.hl 

BLASTN 

g293888 

92 

1.0e-44 

163 

96 

Zea mays, glyceraldehyde-3-phosphate dehydrogenase mRNA, 
end (clone GAPC2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



311282 

uwc700155173.hl 

BLASTX 

g3150414 

167 

3.0e-12 

42 
74 

(AC004165) AtRanBPlb protein [Arabidopsis thaliana] 
311283 

uwc700155224.hl 

BLASTX 

g3183989 

189 

9.0e-15 



44391 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 
52 

(AJ005172) P69E protein [Lycopersicon esculentum] 
311284 

uwc700155247.hl 

BLASTX 

g4582924 

323 

2.0e-30 

72 
83 

(AF047842) phosphoglycerate mutase [Solanum tuberosum] 
311285 

uwc700155313.hl 

BLASTX 

g632500 

140 

6.0e-09 

31 

77 

(U17394) polyadenylation factor 64 kDa subunit [Xenopus 
laevis] 



Seq. No. 


311286 


beq. id 


UWC / UUIDjjj / • Hi. 


Method 


BLASTN 


NCBI GI 


g517257 


BLAST score 


56 


E value 


5.0e-23 


Match length 


91 


% identity 


91 


NCBI Description 


Z.mays MNBla mRNA for DNA- 


Seq.. No. 


311287 


Seq. ID 


uwc700155406.hl 


Method 


BLASTX 


NCBI GI 


gl845197 


BLAST score 


215 


E value 


9.0e-18 


Match length 


48 


% identity 


85 


NCBI Description 


(Y08298) HMGc2 [Zea mays] 


Seq. No. 


311288 


Seq. ID 


uwc700155465.hl 


Method 


BLASTX 


NCBI GI 


g3451079 


BLAST score 


138 


E value 


7.0e-09 


Match length 


49 


% identity 


55 


NCBI Description 


(AL031326) putative prote 


Seq. No. 


311289 


Seq. ID 


uwc700155540.hl 



44392 



Method 


BLASTX 


NCBI GI 


g4371296 


BLAST score 


176 


E value 


2.0e-13 


M^tph 1 pnath 


68 


% i dent it v 


50 


NCBI Description 


fACOOfi^fiO^ rmfati rpnanfov' nrofpi n lei na<?p 

^ W V U^. \J V / pUUOUX VC X C O C L. w X ^iuUClll JS.X11CIOC 




t hal iana 1 


Sea No 


311290 


Seq. ID 


uwc700155609.hl 


Method 


BLASTX 


NCBI GI 


g4165488 


BLAST score 


315 


J-J V OL JL LA *0 


2 . 0e-29 


Ms t" r*Y\ 1 &T\ rrf* h 






7fi 


NCBI Description 


(AJ132399} alnha-tubulin 3 rHordpum vulaarp 


Sea No 


311291 


Seq. ID 


uwc700155647 .hi 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


Fl 1 hp 

I_l V dJ. Lil ^5 


5 . Oe-11 


LlGLUwll XtJliyL.ll 






i on 


NCBI Description 


Xpnonn^ 1 apvi <3 rDNA ddp 97Afi— 1 

ACllV^/ L4.W -L CI. L^ V w Lyl-Nxi UXUll^ < fi \J X 


OC^t LHKJ « 


-31 1 OQO 

Jilt. 


Sea ID 


uwc700155682 hi 


Method 


BLASTX 


NCBI GI 


a3256035 


BLAST score 


311 


E value 


5.0e-29 


Match 1 pnfri"h 




& i Hpnf" "i t" v 




INVDl L'COL.i.XL'LXUll 


^ixft^/*±/ puLaLivc bcxiiic/ tiirsonins protein j 




pnl orl 

IVlUvXUl J 


Spa No 




Seq. ID 


uwc700155703 hi 


Method 


BLASTX 


NCBI GI 


gl669599 


BLAST score 


152 


Hi V dX LiC 


o n p _i n 


1 JCl L.L>11 1C11U LU 


78 


0 .LUCliLlUy 




NCBI Dpqrrinti nn 








Seq. ID 


uwc700155750 hi 


Method 


BLASTX 


NCBI GI 


gl346197 


BLAST score 


321 


E value 


4.0e-30 


Match length 


68 



[Arabidopsis 



44393 






% identity 


90 




NCBI Description 


GLUTATHIONE REDUCTASE, CYTOSOLIC (GR) ( GRASE1 




Sea No 


311295 




Seq. ID 


uwc700155760 hi 




Method 


BLASTX 




NCBI GI 


g4510396 




BLAST score 


255 




E value 


2.0e-22 




Match length 


' 82 




% identitv 


56 




NCBI Description 


(AC006587) hvoothetical orotein rArafoidonqi «? thai i ^nsl 




Spa No 


J 1 ^ u 




Seq. ID 


uwc700155766.hl 




Method 


BLASTN 




NCBI GI 


gl648930 




. BLAST score 


201 




E value 


1. Oe-109 




Match length 


222 


-JD 


% identity 


97 


IP 


NCBI Description 


Z.mavs mRNA for Hoxlb Drotein 


fr": 


Spa Nr> 


^1 1 9Q7 


"f 


Seq. ID 


uwc7001S I 577 c S hi 




Method 


BLASTX -it- 




NCBI GI 


g3096922 


m 


BLAST score 


238 




E value 


2 . Oe-20 


is 


Match length 


66 




% identity 


73 


.r™ 


NCBI Description 


f ATifi? ^ Tm+* at*i \ro T"iT~r^1~ o i n f Z\ rahi Hnnc n a -hlnaT n anal 
\nuwf.JU^iy ^ULaUJ-VC piUUClll |_ -ti-L a.iw> X polo L Ha. -L -L Ciila. j 


ps 


Sea. No 


311298 


LJ 


Seq. ID 


uwc700155806 hi 




Method 


BLASTX 




NCBI GI 


g4510406 




BLAST score 


147 




E va] up 


7 . 0e-10 




Match length 


58 




% id*pni~ i "t*v 


53 




NCBI Description 


f AC006S87 'I Tin "h^t* 1 nrofPi n lflnsQft T BraK-l Hr-\y>, c -i a t ana 
^ u yvjju / ; La I — lvc j^JX.\J utsxil Js.-LiJ.clo fci l_.tt.-L aJJ±(J.<J£Jo_Lo mnallaUa 




Sea No 


311299 




Seq. ID 






Method 


BLASTN 




NCBI GI 


g2062691 




BLAST score 


33 




E value 


3.0e-09 




Match Ipncrth 


33 




% identity 


100 




NPRT np^nrinfinn 


numan soaiuiri pnospnare transporter (NF14; itiKJNA/ coicipxete 






cds 




Seq. No. 


311300 




Seq. ID 


uwc700155886.hl 




Method 


BLASTX 



44394 



NCBI GI g3386605 

BLAST score 210 

E value 3.0e-17 

Match length 78 

% identity 60 

NCBI Description (AC004665) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 311301 

Seq. ID uwc700155912.hl 

Method BLASTX 

NCBI GI g4006827 

BLAST score 141 

E value 3.0e-09 

Match length 36 

% identity 78 

NCBI Description (AC005970) subtilisin-like protease [Arabidopsis thaliana] 

Seq. No. 311302 

Seq. ID uwc700155991.hl 

Method BLASTX 

NCBI GI g4371279 

BLAST score 206 

E value 1.0e-16 

Match length 74 

% identity 51 

NCBI Description (AC006260) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 311303 

Seq. ID uwc700156007.hl 

Method BLASTN 

NCBI GI g998429 

BLAST score 97 

E value 1.0e-47 

Match length 151 

% identity 98 

NCBI Description GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 

Seq. No. 311304 

Seq. ID uwc700156087.hl 

Method BLASTX 

NCBI GI g4234852 

BLAST score 195 

E value 2.0e-15 

Match length 73 

% identity 70 

NCBI Description (AF082133) gag-pol polyprotein [Zea mays] 

Seq. No. 311305 

Seq. ID uwc700156113.h2 

Method BLASTN 

NCBI GI g758352 

BLAST score 103 

E value 2.0e-51 

Match length 103 

% identity 100 

NCBI Description Z.mays mRNA for cysteine synthase 



44395 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311306 

uwc700156119.h2 

BLASTX 

g4584521 

225 

7.0e-19 

78 

50 

(AL049607) putative protein [Arabidopsis thaliana] 
311307 

uwc700156151.hl 

BLASTX 

g461929 

198 

6.0e-16 

46 

87 

PROBABLE TONOPLAST INTRINSIC PROTEIN DIP 

>gi_1076688_pir S51781 integral membrane protein - garden 

snapdragon >gi_414088_emb_CAA49854_ (X70417) integral 
membrane protein [Antirrhinum ma jus] 

311308 

uwc700156160.hl 

BLASTX 

g2465925 

194 

3.0e-15 

61 

61 

(AF024649) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 


311309 


Seq. ID 


uwc700156185.hl 


Method 


BLASTX 


NCBI GI 


g4455182 


BLAST score 


223 


E value 


1.0e-18 


Match length 


59 


% identity 


58 


NCBI Description 


(AL035521) putative 


Seq. No. 


311310 


Seq. ID 


uwc700156312.hl 


Method 


BLASTX 


NCBI GI 


gll81331 


BLAST score 


444 


E value 


1.0e-44 


Match length 


76 


% identity 


99 


NCBI Description 


(X77569) calnexin [! 


Seq. No. 


311311 


Seq. ID 


uwc700156315.hl 



44396 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

gl351945 

174 

5.0e-13 

49 

63 

FLORAL HOMEOTIC PROTEIN APETALA2 >gi_533709 (U12546) 
APETALA2 protein [Arabidopsis thaliana] 
>gi_2464888_emb_CAB16765.1_ (Z99707) APETALA2 protein 
[Arabidopsis thaliana] 

311312 

uwc700156336.hl 

BLASTN 

g440170 

212 

1.0e-116 

220 

99 

Z.mays (C6000237) trpA gene 
311313 

uwc700156361.hl 

BLASTX 

g3122673 

192 

3.0e-15 

37 

92 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

311314 

uwc700156367.hl 

BLASTX 

gl491931 

347 

3.0e-33 

78 

77 

(U52078) kinesin-like protein [Nicotiana tabacum] 
311315 

uwh700207103.hl 

BLASTX 

g2498077 

237 

3.0e-20 

43 

100 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[Saccharum officinarum] 

311316 

uwh700207116.hl 
BLASTX 



44397 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g266944 
209 

7.0e-17 

75 
57 

60S RIBOSOMAL PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2) 

>gi_71078_pir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi_19343_emb_CAA45863_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 



Seq. No. 


ill Jl / 


Seq. ID 


uwn /uuzu/iju. ni 


Met nod 






gZU Djjj 1 


BLAST score 


429 


E value 


1.0e-42 


Match length 


89 


% identity 


85 


NCBI Description 


(U78526) endo-1, 4-beta-glucanase 


Seq. No. 


311318 


Seq. ID 


uwh700207144.hl 


Method 


BLASTX 


NCBI GI 


g3023535 


BLAST score 


197 


E value 


2.0e-15 


Match length 


54 


% identity 


69 


NCBI Description 


MOLYBDOPTERIN BIOSYNTHESIS CNX2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX2) >gi__662871_emb_CAA88107_ 
(Z48047) Cnx2 [Arabidopsis thaliana] 

311319 

uwh700207177.hl 

BLASTN 

g444044 

127 

2.0e-65 

177 

93 

Z.mays mRNA for group 3 Lea protein MGL3 

>gi_452559_gb_U05226_ZMU05226 Zea mays group 3 Lea protein 
MGL3 mRNA, complete cds. >gi_454872_dbj__D26552_MZEG3LP 
Maize mRNA for group 3 Lea protein MGL3, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



311320 

uwh700207179.hl 

BLASTX 

g2589162 

465 

7.0e-47 

98 
98 

(D88451) aldehyde oxidase [Zea mays] 
311321 

uwh700207182.hl 



44398 



i iC L11UU 


□ilt-iJ ± /\ 


NCBI GI 


g3281846 


BLAST score 


146 


wal no 
Hj Vdilic 


ft n 


Marcn lenyin 




% identity 


7 4 


NCBI Description 


^h.u uu of. uft ) late exongaT-ea. nypococyx ["ra.xjxu.opsx: 


beq. NO. 


jIIjZZ 


Can m 








NCBI GI 


g444046 


BLAST score 


68 


E value 




riatcn xeng un 


i on 

1UU 


% xdentxty 


yz 


inuidx uescnpuion 


a. mays UDr i miNiNri xor ocs exeiueiiL. xjxiitaxny xa.ui.ux 


beq. No. 




beq. lu 


uwn /uuiU / z i £ .ni 


jyie Liioa 


tSXiiiblA 


LNUiDX oX 


rrA R^Q9Qft 


BLAST score 


165 


E value 


5.0e-12 


JXlo.l.011 _LcliyL.il 




9- T /"\ T*l 4— T -4* T T 

t> iQeni.iT,y 


7 P 


NCBI Description 


(AL049480) putative calmodulin-binding protein 




Llla X X alia. J 


Seq. No. 


olloZ4 


oeq. iu 


uwn/uuzoioz y . ni 


L v lc CilOU 


.DlxriO X IN 


NCBI GI 


g22123 


BLAST score 


35 


E value 




Match, length 




% identity 






riaxze aiconoi uenyarogeiiaoe x gene inani id; 


beq. No. 


JXXozo 


beq. id 


uwn /uuzox / d4 . nx 


ixie cnou. 


OXiiib 1 A 


NCBI GI 


g2286121 


BLAST score 


168 


Hj vaxue 




Match length 


OX 


% identity 


DO 


in^dx uebcxxp uxoii 


\uooudo; secx^ xiKe pj_otexn lUJOYzsi saxixvaj 


Seq. No. 




beq. id 


UWn/UUZoX /o / .nl 




JDXiiib 1 A 


NCBI GI 


g3249105 


BLAST score 


144 


E value 


4.0e-09 


Match length 


63 


% identity 


44 



44399 




NCBI Description (AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

Seq. No. 311327 

Seq. ID vfk700404710.hl 

Method BLASTN 

NCBI GI g3983662 

BLAST score 35 

E value 8.0e-ll 

Match length 51 

% identity 92 

NCBI Description Oryza sativa mRNA for impor t in-bet al, complete cds 

Seq. No. 311328 

Seq. ID vfk700404717.hl 

Method BLASTX 

NCBI GI g3421413 

BLAST score 200 

E value 5.0e-16 

Match length 46 

% identity 80 

NCBI Description (AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 



Seq. No. 311329 

Seq. ID vfk700404737.hl 

Method BLASTX 

NCBI GI g430947 

BLAST score 234 

E value 4.0e-20 

Match length 51 

% identity 88 

NCBI Description (U01103) PSI type III chlorophyll a/b-bindmg protein 
[Arabidopsis thaliana] 

Seq. No. 311330 

Seq. ID vfk700404757.hl 

Method BLASTN 

NCBI GI g22272 

BLAST score 89 

E value 5.0e-43 

Match length 100 

% identity 98 

NCBI Description Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311331 

vfk700404768.hl 

BLASTN 

g949979 

46 

7.0e-17 

69 
91 

Z.mays Glossy2 locus DNA 



Seq. No. 311332 

44400 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vfk700404810.hl 

BLASTX 

gll72836 

304 

6.0e-31 

70 
97 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_J 96272 (L16787) 
small ras-related protein [Nicotlana tabacum] 

311333 

vfk700404832.hl 

BLASTN 

g625147 

157 

3.0e-83 
225 

93 % < 
Zea mays protein disulfide isomerase 
cds 



(pdi) mRNA, complete 



311334 

vfk700404896.hl 

BLASTX 

g2642158 

177 

4.0e-13 

83 

48 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
311335 

vmj700053764.rl 

BLASTX 

gll70619 

205 

1.0e-16 

96 
48 

KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA1754 6.1_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 

311336 

vmj 700053769. rl 

BLASTX 

g4371296 

192 

6.0e-15 

68 

51 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



44401 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311337 

vmj700053801.rl 

BLASTX 

g2160166 

218 

6.0e-18 

97 

46 

(AC000132) No definition line found [Arabidopsis thaliana] 
311338 

vqh700053156.rl 

BLASTX 

g2119719 

271 

3.0e-24 

59 

86 

heat-shock cognate protein 70-3 - tomato >gi_762844 
(L41253) Hsc70 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311339 

vqh700053189.rl 

BLASTX 

g231675 

144 

2.0e-09 

41 

63 

CINNAMYL-ALCOHOL DEHYDROGENASE 
cinnamyl-alcohol dehydrogenase 
tobacco >gi 19839 emb CAA44216_ 



(CAD) >gi_282955_pir S23525 

(EC 1.1.1.195) - common 
(X62343) cinnamyl-alcohol 



dehydrogenase [Nicotiana tabacum] 
311340 

vqh700053232.rl 

BLASTX 

g2829895 

314 

3.0e-29 

88 
62 

(AC002311) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311341 

vqh700053248.rl 

BLASTX 

g4454051 

207 

6.0e-17 

52 

73 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



311342 

vux700156477.hl 



44402 



Method 


BLASTN 


NCBI GI 


gl707867 


BLAST score 


90 


E value 


2 . Oe-43 


Match length 


90 


% identity 


100 


NCBI Description 


Z.jmays mRNA for 40S ribosomal subunit protein S21 


Seq. No. 


311343 


Seq. ID 


vux700156542 .hi 


Method 


BLASTX 


NCBI GI 


g4138647 


BLAST score 


192 


E value 


3. Oe-15 


Match length 


73 


% identity 


52 


NCBI Description 


(AJ011939) peroxidase [Trifolium repens] 


Seq. No. 


311344 


Seq. ID 


vux700156628.hl 


Method 


BLASTX 


NCBI GI 


g2914706 


BLAST score 


220 


E value 


6.0e-22 


Match length 


80 


% identity 


60 


NCBI Description 


(AC003974)" putative homeobox protein [Arabidopsis thai: 


Seq. No. 


311345 


Seq. ID 


vux700156658.hl 


Method 


BLASTX 


NCBI GI 


g4262162 


BLAST score 


155 


E value 


8.0e-ll 


Match length 


50 


% identity 


56 


NCBI Description 


(AC005275) putative glycosylation enzyme [Arabidopsis 




thaliana] 


Seq. No. 


311346 


Seq. ID 


vux700156660 . hi 


Method 


BLASTX 


NCBI GI 


g2129946 


BLAST score 


332 


E value 


2.0e-31 


Match length 


78 



% identity 86 

NCBI Description ADP-ribosylation factor homolog GTP-binding protein NTGB1 - 
common tobacco (fragment) >gi_1184987 (U46927) NTGB1 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



311347 

vux700156730.hl 

BLASTN 

gl68487 

139 

2.0e-72 



44403 



rid Xeii.y L.11 


207 




94 




Maize glutathione S-transf erase gene (GST-I) , exons 2 




311348 




vux700156744 .hi 


Method 


DXJ.tt.t_> -L i\ 


NCBI GI 


g!769887 


BIiAST score 


247 


"C 1 val 11a 
SL ValUc 


2.0e-21 




76 




61 


KIPPT npsrriDtiori 

LM W U X J-S C u w J- w Vii 


(X95736) amino acid permease 6 [Arabidopsis thaliana] 




311349 


Seq. ID 


vux700156775.hl 




BLASTX 


NCBI GI 


g3319876 


BLAST score 


188 


17 rral no 
Hi Value 


2.0e-14 


1*1 audi Xtiliyuil 


39 


9- ■! T*k +" -4 4-tj 

% jLaeriLXLy 


Pis 




(AJ007791) Msh3 protein [Arabidopsis thaliana] 


oeq • jno • 


"31 1 ^SO 


qprr jn 


vux700156779.hl 


rlti ulium 


BLASTN 


NCBI GI 


g22176 


BLAST score 


33 


ih value 




TJt O +" O 1 QT*>fT"h" Vl 

IXiaudl J_eliy t-il 




laenuxry 


Q1 




7. ttisv^ P cr^ne 

LA tllluy u J- yv^iiw 




311351 

J X X -J »J X 


qpa Tn 


vux700156853.hl 


Tiyr« 4- Vi /-s w j. 
txieunoci ^ 


DilfliJ X /\ 


NCBI GI 




BLAST score 


304 


E value 


4.0e-28 


WTa^r^V* "I on itI - Y\ 
riaLdl XtSiiyull 


64 


% iQent.iuy 


Q1 

_7X 


JNUtJi Description 


60c: rtro^OMAT, PROTEIN L34 >ai 4262177 ab AAD14494 


(AC005508) 23552 [Arabidopsis thaliana] 


oeq. NO. 


^11^5? 
jn jjl 


Oorr TP) 

JC^« XU 


vux700156859.hl 




RT.aQTY 

CXiriO 1 z\ 


NCBI GI 


g2224846 


BLAST score 


215 


Hi Val Lit: 


8 Oe-18 


Match, length 


43 


% identity 


93 


NCBI Description 


(Y13905) anionic peroxidase [Zea mays] 


Seq. No. 


311353 


Seq. ID 


vux700156878.hl 



and 3 



44404 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2935573 

242 

4.0e-21 

83 
67 

(AF050180) 



KNOX class homeodomain protein [Oryza sativa] 



311354 

vux700156907.hl 

BLASTX 

g2183249 

320 

5.0e-30 

85 
74 

(AF002211) glutathione-S-transf erase [Triticum aestivum] 
>gi_4185800 (AF109714) glutathione S-transf erase [Triticum 
aestivum] 



Seq. No. 


ollooo 


Seq. ID 


vux70015692 6.hl 


Method 


dt 7\ ofrvr 
BliAb 1 JN 




gZ44 OOOD 


BLAST score 


38 


E value 


2.0e-12 


Match length 


/U 


% identity 


89 


NCBI Description 


Zea mays vacuolar sorting recepti 




cas 


Seq. No. 


311356 


Seq. ID 


vux700156994.hl 


Method 


BLASTX 


NCBI GI 


g3859116 


BLAST score 


408 


E value 


2.0e-40 


Match length 


86 


% identity 


91 


NCBI Description 


(AF031609) unknown [Oryza sativa; 


Seq. No. 


311357 


Seq. ID 


vux700157015.hl 


Method 


BLASTX 


NCBI GI 


g4371280 


BLAST score 


143 


E value 


3.0e-09 


Match length 


38 


% identity 


76 


NCBI Description 


(AC006260) hypothetical protein 


Seq. No. 


311358 


Seq. ID 


vux700157051.hl 


Method 


BLASTX 


NCBI GI 


gl709000 


BLAST score 


365 


E value 


8.0e-37 



44405 



Match length 


83 


% identity 


86 


iN^i3± uescripoion 


Q — Z\ni?\7^Q VT MT^' r T 1 ^T^>'^7T^T'E^ , C VM f T 1 UTT ir F Q CG 1 1 / MffTH THMT 

O jH.JJi_»INUb I 1jI v ±Cj J. n.XUJNllN£j O I LN lxlllj iH-bJCj 1 ^l. v lJ_i X n J.VJLN llNJl* 




-HlUIIjLnvJO X Xj I rvHJNor CjFU\OS1i 1} \i\U\JiyilL 1 O X IN 1 IICj JL.rt.OJli 1J 




>gi youoo / QDj DAH.uyoyo (jjdoojo; b— aaeno s y line cnioni ne 




syncneT,ase Lnorcieuin vuigarej 


Q *a rr \7r\ 
ucCJ • 1NU • 




Corr in 


Tmv7 0ni R71 1 7 hi 

V lUUlJ /XX / . 1 1 X 


Mp1~hnH 

liC L11UU 


RT.A^TX 


NCBI GI 


g485517 


BLAST score 


388 


Hi VdlUe 


£ rid— 7P 




0 D 


-5 iuenr.ir.y 


04 


LN X UCSOlipLXUli 


t\U3Zf£\LS. UailiCl pLULClil IlLc 


Con 7vT/-n 
jctji iNO. 


•31 1 T^n 
JiljDU 


jc^ ■ x u 


TmY7nm ^71 hi 


M^+" hod 


U J_lxi.O X /\ 




y j jut jo 


BLAST score 


222 


E value 


1.0e-18 


Match length 


42 


% identity 


Q £^ 


NLrsi Description 


(Aoio^y) cytocnroine ir4ou [ziea mays J 




>gi_lo / UzUl_eniD_CAA./ZZUo_ (Y114U4) cytocnrome p4ou [ZBt 




mays ] 


beq. no. 


01 i c i 




VUX / UU10 / lul • ill 




RT ZICTM 
OJ_ifi.O i Ln 


NCBI GI 


gl68436 


BLAST score 


60 


Hi vaiue 


o Do—Oi; 
j . ue~^o 


riaccn iengr.n 


y o 


'S iaencir.y 


y i 


in^dx L/escripLion 


Ziea mays cataiase v^atzoy gene^ complete cus 


beg. no. 


oilooz 


oecj. xu 


Trnvinni R7 1 fi ^ hi 


Mci"f~ h r\H 


Oi-irlo 1 IN 


NCBI GI 


g3925232 


BLAST score 


40 


E value 


i . ue- l j 


jyiarcn lengtn 


CO 


% identity 


y4 


nldi Description 


Zea mays putative peroxidase P7X mRNA, partial cds 


beg. jno. 




q prr TH 
oecj* xu 


T7nv7Afl1 R79f\^ hi 

vux /uuij /zuo.ni 




RT A^TY 

OIjxIO X A. 


NCBI GI 


g4455275 


BLAST score 


335 


E value 


1.0e-31 


Match length 


88 


% identity 


73 



44406 



NCBI Description 



(AL035527) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match" length 

% identity 

NCBI Description 



311364 

vux700157246.hl 

BLASTX 

g950299 

241 

6.0e-21 

56 " - 
82 

(L46792) xyloglucan endotransglycosylase precursor 
[Actinidia deliciosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311365 

vux700157267.hl 

BLASTX 

gl076294 

312 

5.0e-29 

87 

66 

ATAF2 protein - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311366 

vux700157321.hl 

BLASTX 

g3367522 

286 

5.0e-26 

67 

76 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


311367 


Seq. ID 


vux700157413.hl 


Method 


BLASTX 


NCBI GI 


g3582328 


BLAST score 


219 


E value 


4.0e-18 


Match length 


84 


% identity 


51 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis 


Seq. No. 


311368 


Seq. ID 


vux700157573.hl 


Method 


BLASTX 


NCBI GI 


gl772601 


BLAST score 


169 


E value 


2.0e-12 


Match length 


38 


% identity 


74 


NCBI Description 


(Y09917) pSBGer3 [Triticum aestivum] 


Seq. No. 


311369 


Seq. ID 


vux700157578.hl 


Method 


BLASTX 



44407 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4371284 
335 

1.0e-31 

88 
74 

(AC006260) putative plasma membrane intrinsic protein 2B 
[Arabiciopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311370 

vux700157611.hl 

BLASTX 

gll72833 

471 

1.0e-47 

87 
98 

GTP-BINDING NUCLEAR PROTEIN RAN-1 >gi_4 95729 (LI 678 9) small' 
ras-related protein [Arabidopsis thaliana] 
>gi_2058278__emb_CAA66047_ (X97379) atranl [Arabidopsis 
thaliana] 



Seq. No. 


311371 


Seq. ID 


vux700157622 . hi 


Method 


BLASTN 


NCBI GI 


g22170 


BLAST score 


130 


E value 


5. Oe-67 


Match length 


270 


% identity 


87 


NCBI Description 


Maize nuclear ARS2 DNA autonomously : 


Seq. No. 


311372 


Seq. ID 


vux700157631.hl 


^Method 


BLASTX 


%CBI GI 


g3169059 


BLAST score 


305 


E value 


4.0e-28 


Match length 


93 


% identity 


66 


NCBI Description 


(AL023704) weak similarity to B.subt; 




factor B [Schizosaccharomyces pombe] 


Seq. No. 


311373 


Seq. ID 


vux700157637.hl 


Method 


BLASTX 


NCBI GI 


g927428 


BLAST score 


273 


E value 


4.0e-32 


Match length 


87 


% identity 


76 


NCBI Description 


(X86733) fisl [Linum usitatissimum] 


Seq. No. 


311374 


Seq. ID 


vux700157702.hl 


Method 


BLASTX 


NCBI GI 


g2497219 


BLAST score 


185 



44408 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



4.0e-14 

81 
46 

HYPOTHETICAL 15.4 KD PROTEIN IN HAS1-JNM1 INTERGENIC REGION 

>gi_626266_pir S47453 probable membrane protein YMR292w - 

yeast (Saccharomyces cerevisiae) >gi__530349_emb_CAA56801__ 
(X80836) len:138, CAI:0.12, potential spliced gene,, 
hydropho bic composition [Saccharomyces cerevisiae] 



311375 

vux700157703.hl 

BLASTN 

gl657762 

182 

4.0e-98 

238 
94 

Zea mays retrotransposon Huck-2 5 1 
site DNA sequence 



LTR and primer binding 



311376 

vux700157718.hl 

BLASTN 

gll54858 

99 

1.0e-48 

210 
87 

H. vulgare mRNA for L24 ribosomal protein 
311377 

vux700157760.hl 

BLASTX 

gl296955 

315 

2.0e-29 

59 

47 

(X95402) duplicated domain structure protein [Oryza sativa] 
311378 

vux700157794.hl 

BLASTX 

gl495259 

240 

I. 0e-20 
79 

56 

(X97826) orf04 [Arabidopsis thaliana] 
311379 

vux700157860.hl 

BLASTX 

g2655098 

273 

2.0e-24 
84 



44409 







NCBI Description 


(AF023472) DeDtide transDorter rHordeum vulaarel 




311380 


Seq. ID 


vux700157864 hi 


Method 


BLASTN 


NCBI GI 


gl213276 


BLAST score 


55 


Hi VCll Lie 


^ Op- 9? 


Matrh 1 on rff~ h 

1 id L. Oil XCii^ LX1 


67 




-? o 


NCBT De^rrint inn 


7. m a. \r<z< 7.FMa rfPfiP 
_j • iiLci._y o ici ucixc 




?1 1 ?P1 


Sea ID 


vux700157870 hi 


Method 


BLASTN 


NCBI GI 


g!931636 


BLAST score 


38 


F 1 UP 
Jui V al Lie 


4 0p-1 9 


J- lCLU^il J_eliyL.il 


SO 




Q4 


NC*RT Dp^pti nf" i nn 


Z\ v-a Vn i rio'Pic! i q "hhal i ana Ri-VP* T1 QH1 ^ rrpn nin "i o o prn lonpo 
fiicujxuuk;oio liigj. xciiict i_>_r_.v_/ x i-'L'iy y w o c.^UiCiiL^t-; 


OeCJ. in(J • 


-31 1 *3p9 
jlljo^. 


Seq. ID 


Tniv7D01 R7Q1 Q hi 

V Li. A. / \J Wl J / Z7XZ7*ll_L 


Mp'hhnrJ 


RT.A9TX 

i— ' J_ ixi.O X /\ 


NCBI GI 


g4539660 


BLAST score 


387 


V Tra 1 11 & 

Hi VCi-LLle 


q np-^fi 

O * Uc JO 


J-iCL L. L-X1 XcUVjLll 


o u 


A rlarif -i +• -.7 

^ luciiLJ. uy 


fin 




\±\ii \j ox*.. O-i ; pu J.ypx OT,CXIl L^OXynLUU DlCOiOIJ 


OC^i LN (J • 


jll jo j 


Sea ID 


vux7001580 I S2 hi 

V H^i. / UUX JQU J-* • 1IX 


Mpt hod 


x-)Xjx->o x /\ 


NCBI GI 


g4102839 


BLAST score 


265 


T** tra 1 n o 
j-j value 


9 np-9^ 


nauuu Xeiiy Ll- 


0 0 


St "5 Wont" "i +*\7 

^ XLieiiLXLy 


R9 

JZ 


NCIRT Dp^on' nf* i nn 


\nj; uxu / 1J; xicwr i x LXiyuu^cxoXL-un coL-Ulciit LULL J 


Q__-/-f Ma 
OctJ • LN U • 


jIIjOt 


Sea ID 


vux7001 c 5814 1 hi 


Mpthod 


xj unj x /\ 


NCBI GI 


gl22087 


BLAST score 


368 


E value 


1.0e-35 


Match length 


76 


% identity 


99 


NCBI Description 


HISTONE H3 >gi 81849 pir S04520 histone H3 (clone 



- alfalfa >gi_82609_pir A26014 histone H3 - wheat 

>gi_19607_emb_CAA31964_ (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi_19609_emb_CAA31965_ (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi_21797_emb_CAA25451_ 
(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 



44410 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



histone H3.1 [Medicago sativa] >gi__2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

311385 

vux700158183.hl 

BLASTX 

g70774 

300 

1.0e-27 

61 

98 

histone H4 (TH091) - wheat >gi_170747 (M12277) histone H4 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311386 

vux700158204.hl 

BLASTX 

gl491776 

177 

2.0e-13 

44 
73 

(M37636) cationic peroxidase 



[Arachis hypogaea] 



311387 

vux700158280.hl " 

BLASTX 

g3135543 

261 

3.0e-23 

74 

70 

(AF062393) aquaporin [Oryza sativa] 
311388 

vux700158357.hl 

BLASTX 

gl22022 

205 

1.0e-16 

59 

82 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311389 

vux700158374.hl 

BLASTX 

g4581143 

150 

5.0e-10 

83 
36 

(AC006919) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



311390 



44411 



Sea TD 

|JCV^« XL/ 


vux7001S84 c n hi 

V LI-!- * UU J. JO 1 • 1 1 X 
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BT.ASTN 




rr441 fi^DO 


BLAST score 
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E value 


5.0e-51 
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V Li A / WUXJOJJJ • 1 1 X 


Method 


BLASTN 


NCBI GI 


g22233 


BLAST score 
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BLASTX 


NCBI GI 
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BLAST score 
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E value 
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% iaenx;iL.y 
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inl--__>x uescnpLion 


rxDosomax protein oiy [boxanuni tUDerosumj 
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VUX / UUX0o0f-4 . fix 




OXxriO X A 


NCBI GI 
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BLAST score 
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/ • Ut3 __. L/ 


LMCLLOIl _LtJliyL.il 
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-H V^l_> X UCOUi Ir I L LJi. I 
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oeq. jno. 


Oil 
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vux /uuiooooD ,ni 


Mot" hnH 


DXiriO x A 


NCBI GI 


g4584346 


BLAST score 
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E value 


1 Ho— 1 £ 

x • ue id 


riaucii lengun 
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% identity 


*7 ^ 
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INUDl UCOUiip L- XL/11 


VrlOUU / X_i / J UllKllUWn protein [nraDlQOpSlS IflalJ 


oeq. jno. 


on jyo 


Spa TD 


\mv7nni Sft 62^ hi 

V Li-\. / UUIJOUiJ • 11X 


Method 


BLASTX 


NCBI GI 


gl709923 


BLAST score 


324 


E value 


2.0e-30 


Match length 


86 



[Oryza sativa] 



44412 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

PHOSPHORIBOSYLGLYCINAMIDE FORMYLTRANSFERASE PRECURSOR 
(GART) (GAR TRANS FORMYLASE) ( 5 1 -PHOSPHORIBOSYLGLYCINAMIDE 
TRANSFORMYLASE) >gi_984818 (U30875) glycinamide 
ribonucleotide trans formyl as e (GART) [Vigna unguiculata] 

311396 

vux700158693.hl 

BLASTX 

g2194127 

229 

2.0e-19 

81 

57 

(AC002062) Strong similarity to Arabidopsis receptor-like 
protein kinase (gb_ATLECGENE) and F20P5.16. [Arabidopsis 
thaliana] 



Seq. No. 


311397 


Seq. ID 


vux700158879.hl 


Method 


BLASTX 


NCBI GI 


g3192881 


BLAST score 


203 


E value 


3.0e-16 


Match length 


46 


% identity 


78 


NCBI Description 


(AF068834) starch synthase 


Seq. No. 


311398 


Seq. ID 


vux700158971.hl 


Method 


BLASTX 


NCBI GI 


g3688205 


BLAST score 


200 


E value 


4 . Oe-16 


Match length 


49 


% identity 


78 


NCBI Description 


(AJS10321) endopeptidase c: 


Seq. No. 


311399 


Seq. ID 


vux700159049.hl 


Method 


BLASTN 


NCBI GI 


g2431766 


BLAST score 


102 


E value 


2.0e-50 


Match length 


102 


% identity 


100 


NCBI Description 


Zea mays acidic ribosomal ] 




complete cds 


Seq. No. 


311400 


Seq. ID 


vux700159089.hl 


Method 


BLASTX 


NCBI GI 


gl418331 


BLAST score 


334 


E value 


1.0e-31 


Match length 


82 


% identity 


73 



[Ipomoea batatas] 



(rpp3a) mRNA, 



44413 



NCBI Description 



(X95909) receptor like protein kinase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311401 

vux700159184.hl 

BLASTX 

gl!69533 

139 

8.0e-09 

49 

63 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE } 

>gi_515827_emb_CAA56645_ (X80474) enolase [Neocallimastix 
frontalis] 



Seq. No. 


311402 


Seq. ID 


vux700159208 .hi 


Method 


BLASTX 


NCBI GI 


g3769673 


BLAST score 


248 


E value 


2. 0e-21 


Match length 


86 


% identity 


47 


NCBI Description 


(Ahuyozoo) iiczu [risum satxvumj 


Seq. No. 


311403 


Seq. ID 


vux700159242.hl 


Method 


BLASTX 


NCBI GI 


g3287826 


BLAST score 


194 


E value 


3.0e-15 


Match length 


80 


% identity 


47 


NCBI Description 


(+) -DELTA-CADINENE SYNTHASE ISOZYME 




SYNTHASE) >gi_2879841_emb_CAA76223 . : 




{+) -delta-cadinene synthase [Gossyp: 


Seq. No. 


311404 


Seq. ID 


vux700159305.hl 


Method 


BLASTX 


NCBI GI 


gl076283 


BLAST score 


383 


E value 


2.0e-37 


Match length 


82 


% identity 


83 



NCBI Description 



adenylylsulfate kinase {EC 2.7.1.25) precursor - 
Arabidopsis thaliana >gi_414737_erab_CAA53426_ (X75782) APS 
kinase [Arabidopsis thaliana] >gi_450235 (U05238) APS 
kinase [Arabidopsis thaliana] >gi_1575322 (Q59759) APS 
kinase [Arabidopsis thaliana] >gi_3252812 (AC004705) APS 
kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



311405 

vux700159355.hl 

BLASTN 

g451192 



44414 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

6-0e-19 

145 
83 

Triticum aestivum (wali7) mRNA, 3' 



end, partial cds 



311406 

vux700159363.hl 

BLASTX 

gl353047 

176 

2.0e-13 

81 

48 

HYPOTHETICAL 67.0 KD PROTEIN IN PRE 3- SAG 1 INTERGENIC REGION 

>gi_1077861_pir S55189 hypothetical protein YJR002w - 

yeast (Saccharomyces cerevisiae) >gi_854574_emb_CAA60923_ 
(X87611) ORF YJR83.5 [Saccharomyces cerevisiae] 
>gi_1015622_emb_CAA89524__ (Z4 9502) ORF YJR002w 
[Saccharomyces cerevisiae] 

311407 

vux700159368.hl 

BLASTX 

g2583135 

223 

1.0e-18 

49 

90 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
>gi_3822216 (AF074948) FIL [Arabidopsis thaliana] 
>gi_4322477_gb_AAD16053__ (AF087015) abnormal floral organs 
protein [Arabidopsis thaliana] 

311408 

vux700159417.hl 

BLASTX 

g4056469 

285 

3.0e-31 

71 
97 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

311409 

vux700159421.hl 

BLASTX 

g2118132 

253 

3.0e-22 

79 

56 

cysteine proteinase 



(EC 3.4.22.-) - Douglas fir >gi_1208549 



44415 



(U41902) Pseudotzain [Pseudotsuga menziesii] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311410 

vux700159494*hl 

BLASTX 

gl709000 

375 

1.0e-36 

74 
93 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) {ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 



Seq. No. 


311411 


Seq. ID 


vux700159496.hl 


Method 


BLASTX 


NCBI GI 


g3928090 


BLAST score 


164 


E value 


6.0e-12 


Match length 


70 


% identity 


49 


NCBI Description 


(AC005770) putative : 


Seq. No. 


311412 


Seq. ID 


vux700159507.hl 


Method 


BLASTX 


NCBI GI 


g4406773 


BLAST score 


189 


E value 


1.0e-14 


Match length 


93 


% identity 


42 


NCBI Description 


(AC006836) putative 



48 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311413 

vux700159524.hl 

BLASTX 

gl352081 

199 

2.0e-22 

68 

93 

BETA-GLUCOS I DAS E , CHLOROPLAST PRECURSOR ( GENTIOBIASE) 
(CELLOBIASE) (BETA-D-GLUCOSIDE GLUCOHYDROLASE) >gi_799377 
(U25157) beta-D-glucosidase [Zea mays] >gi_1399390 (U44773) 

beta-D-glucosidase [Zea mays] >gi_4096602 (U33816) 

beta-D-glucosidase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



311414 

vux700159601.h2 

BLASTX 

g4115914 

286 

5.0e-26 
86 



44416 



% identity 

NCBI Description 



60 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=297.8, E=1.3e-85, 
N=l) [Arabidopsis thaliana] >gi_4539410_emb_CAB40043 . 1_ 
(AL049524) putative Fe (II) /ascorbate oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. IX) 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



311415 

vux700159730.hl 

BLASTX 

g2459441 

261 

5.0e-23 

88 

55 

(AC002332) putative SWI/SNF complex subunit BAF170 
[Arabidopsis thaliana] 

311416 

vux700159881.hl 

BLASTX 

g2653446 

371 

5.0e-36 

81 

85 

(AB009077) proton pyrophosphatase [Vigna radiata] 
311417 

vux700159896.hl 

BLASTX 

g3075392 

302 

7.0e-28 

83 

63 

(AC004484) putative steroid dehydrogenase [Arabidopsis 
thaliana] 

311418 

vux700159929.hl 

BLASTX 

gll70737 

211 

3.0e-17 

54 

69 

D-LACTATE DEHYDROGENASE >gi_1073978_pir 164134 D-lactate 

dehydrogenase (did) homolog - Haemophilus influenzae 
(strain Rd KW20) >gi__1574498 (U32838) D-lactate 
dehydrogenase (did) [Haemophilus influenzae Rd] 

311419 

vux700159935.hl 

BLASTX 

g987693 

155 



44417 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-23 

83 

71 

(D16685) lactate dehydrogenase [Oryza sativa] 
311420 

vux700160042.hl 

BLASTX 

g3688156 

327 

7.0e-31 

66 

85 

(AJ005587) gamma-glutamylcysteine synthetase [Brassica 
juncea] 

311421 

vux700160045.hl 

BLASTN 

g2257755 

37 

1.0e-ll 

45 
96 

Zea mays nucleolar histone deacetylase HD2-p39 mRKA, 
complete cds 



Seq. No. 


311422 


Seq. ID 


vux700160149.hl 


Method 


BLASTX 


NCBI GI 


g4454019 


BLAST score 


261 


E value 


4.0e-23 


Match length 


78 


% identity 


59 


NCBI Description 


(AL035396) SRGl-like protein 


Seq. No. 


311423 


Seq. ID 


vux700160175.hl 


Method 


BLASTX 


NCBI GI 


g3023275 


BLAST score 


231 


E value 


1.0e-19 


Match length 


79 


% identity 


63 


NCBI Description 


ALPHA-GLUCOSIDASE PRECURSOR 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_2130027_pir S65057 alpha-glucosidase (EC 3.2.1.20) 

barley >gi_944901 (U22450) alpha-glucosidase [Hordeum 
vulgar e] 

311424 

vux700160209.hl 

BLASTX 

g2760328 

146 

1.0e-09 
86 



44418 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

(AC002130) 



F1N21.13 [Arabidopsis thaliana] 



311425 

vux700160215.hl 

BLASTX 

g2129855 

354 

6.0e~34 

89 

70 

mitogen-activated protein kinase 
alfalfa 



MMK2 (EC 2.7.1.-) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311426 

vux700160226.hl 

BLASTX 

g2129636 

161 

2.0e-ll 

86 

41 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



311427- 

vux700160234.hl 

BLASTX 

gl353193 

173 

9.0e-13 

49 

69 

O-METHYLTRANS FERASE ZRP4 
O-methyl trans f erase (EC 2, 



(U38916) lipase 



OMT) >gi_542186_pir JQ2268 

1.1.-) - maize >gi_404070 



(L14063) O-methyltransferase [Zea mays] 
311428 

vux700160269.hl 

BLASTX 

g4115915 

263 

2.0e-23 

77 

62 

(AF118222) contains similarity to Helix pomatia br-1 
protein {GB: X96994) [Arabidopsis thaliana] 

311429 

vux700160276.hl 

BLASTX 

g2624383 

246 

6.0e-24 

71 

76 

(Y09447) cinnamate 4-hydroxylase [Phaseolus vulgaris] 



44419 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311430 

vux700160279.hl 

BLASTN 

g507770 

65 

3.0e-28 

133 

88 

Zea mays D3L H (+) -transporting ATPase 
cds 



(Mhal) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 
. BLAST score 
"E": value 

Match length 

% identity 

NCBI Description 



311431 

vux700160319.hl 

BLASTX 

g3759184 

143 

5.0e-16 

57 

77 

(AB018441) phi-1 



[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311432 

vux700160325.hl 

BLASTN 

gl244652 

33 

4.0e-09 

61 

89 

Zea mays copia-type retroelement PREM-2 gag gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



311433 

vux700160331.hl 

BLASTX 

g2252844 

430 

8.0e-43 

93 

85 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 

311434 

vux700160362.hl 

BLASTN 

g22646 

169 

2.0e-90 

177 

99 



NCBI Description Z.mays MFS18 mRNA 



Seq. No. 
Seq. ID 
Method 



311435 

vux700160372.hl 
BLASTX 



44420 



NCBI GI 


g4190952 


BLAST score 


228 


Tra Inp 
d value 


-j • we ±zt 


IVT;^ i" ph 1 j2i-n rT"f~ h 


19 


^ xueriuxuy 




KTC!R T Dp s r* tl int" i on 


^AR0P?6Pj91 sitnil^T 1~o h^T-PO^iT [TiVrnDPT 5 ; i rnn p^onlpn +"iyml 

\ XI 1 1 \J C~ \J \J ~S / O X.111.X X.GLJ_ WW ilO.i_.tjW <-/ ^ J-l V \— ■ ky/^X O X \^ Wll W O ^ LA-L. <v-LJ. IXLLl J 


D e q ♦ LN w • 


^1 1 d^6 
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BLASTX 


NCBI GI 


g3337367 


BLAST score 


240 
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u X 




\nOUU1rtOl ^ lly^JtJ Ulle U_L(_cl_L piUUclll [ril dJjlUUpQlD Ull0.XXa.Ilcl J 






Seq. ID 


vi35f7fl01 6041 4 hi 

V LI A f UUIUUt 1^ • 1 1 X 


Method 


BLASTX 


NCBI GI 


g4415942 


BLAST score 


211 


E V3lllS 


o Dei— 9n 


L v iaLcn xengen 


77 


is iaeni.iL.y 


DO 


lNk^jDX Ucoox xpuion 


^flOUU XD ) nypo Ufie UXCaX piOUein [nlaJjlUOpSlS LllallanaJ 


oeq. NO. 


JXX4 Jo 


9prr TD 


Tm Y 7nm 6D41 6 hi 

V LL2\. f \J\J j.\j\J t x 1.V • 1 1 X 


Lie U11UU 


LjXjrro x z\ 


NCBI GI 


g2853081 


BLAST score 


325 


Hj Value 


i rio— ^ n 


rid t. oil XeIigL.Ii 


O X 


t> luenLiuy 


77 


LNUiDi yes crxp Lion 


(AXiUzx/Doy Air Dxnaxng protexn-xxKe LAraoiaopsxs unaiianaj 


DeCJ. LNO* 






Tmv7nni6D41Q hi 


Mpf hod 


RT.ASTX 


NCBI GI 




jjuriu x o " 


1 6S 

X U«J 


E value 


8.0e-12 


Match length 


84 


& 1 ✓"i TO 4" *t T y 

is luenuiuy 


4 D 


LNOJ3X ucSCliptlOn 


vAruoy4^z; purauxve rxoonucxeoprotzexn [AraDxaopsxs 




tnaxxanaj >gx 4^ozxjy gr> i\ADl44oy (ACUUoz/o) putatxve 




IlJJUUU^lcUpiUUclu [nXaDluupblS tnallaliaj 


Q a r* KTr\ 

oeq. ln o • 


■31 -1 A a n 


oe^ • iu 


\7nv70ni 604Q0 hi 

V U2t /UUlDU'i^U* XIX 


Method. 


BLASTX 

<UXiiiU x 


NCBI GI 


gll4270 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


41 


% identity 


59 



44421 



NCBI Description 



L-ASCORBATE OXIDASE PRECURSOR (ASCORBASE) (ASO) 

>gi_66291j?ir KSKVAO L-ascorbate oxidase (EC 1.10.3.3) 

precursor - cucumber >gi_167513 (J04494) ascorbate oxidase 
precursor (EC 1.10.3.3) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311441 

vux700160566.hl 

BLASTX 

g4371296 

157 

2.0e-22 

80 

67 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

.BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311442 

vux700160583, 
BLASTX 
gl36140 
304 

3.0e-28 

80 

68 

PUTATIVE AC 9 
transposase - 



hi 



TRANSPOSASE >gi_72973_pir_ 
■ maize transposon Ac9 



TQZMCA probable 



Seq. No. 


311443 


Seq. ID 


vux700160587.hl 


Method 


BLASTN 


NCBI GI 


g2668749 


BLAST score 


43 


E value 


4.0e-15 


Match length 


63 


% identity 


92 


NCBI Description 


Zea mays ribosomal 


Seq. No. 


311444 


Seq. ID 


vux700160602.hl 


Method 


BLASTX 


NCBI GI 


gl280434 


BLAST score 


147 


E value 


9.0e-10 


Match length 


59 


% identity 


56 


NCBI Description 


( U4 2 0 1 4 ) hemomucin 


Seq. No. 


311445 


Seq. ID 


vux700160686.hl 


Method 


BLASTX 


NCBI GI 


g2865177 


BLAST score 


362 


E value 


5.0e-35 


Match length 


76 


% identity 


87 


NCBI Description 


(AB010946) AtRerlB 



[Drosophila melanogaster] 



44422 




OCy« IN *J • 


311446 


Seq. ID 


vux700160804.hl 


Mpt hod 


BLASTX 


NCBI GI 


g2832697 


BLAST score 


186 


J_i V CL-L UC 


3. Oe-14 


Ma+*oVi 1 dTi rri - Vi 
ria Luii xdiy lh 


62 




fin 


NCBI DescriDtion 


(AL021713) putative protein [Arabidopsis thaliana] 


ocy. IN vJ • 


^1 1447 

J X X*i *i / 


Sea ID 


vux700160946.hl 


Mpt hod 


BLASTX 


NCBI GI 


g2408009 


BLAST score 


154 


III value 




LYidtCIl XcllLJLii 






R7 
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^11448 


Seq. ID 


vux700161008 .hi 


1 It! L.I1UU 


DiifU X IN 


NCBI GI 


g4514634 


BLAST score 


122 


Hi VaXUc 


X • Uc Udi, 


LYiaxen xenytn 


1 99 


% identity 


i pin 
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MfRT Hocpri n+"l on 
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"31 1 44 Q 


uCy * XL/ 


vnx70016107^ hi 


Mpt hod 


BLASTN 


NCBI GI 


g3452305 


BLAST score 


116 


d value 
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rlauCIl XcriCJL.Il 


XOVJ 


■?> xaeiiLXL^y 
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Oily jU 


Sea ID 


vux700161087 hi 


Method 


BLASTX 


NCBI GI 


g3269288 


BLAST score 


256 


ill v cix u.e 


1 Op-?? 


Ma"hph 1 onrf1"h 
riaLLil XGliyL.il 


D X 


i5 XU.trilT_X L.y 


74 


LN^Dl L/CoLLipLlUll 


\ nil u j Lf _7 / o / puLdLX vc LyxuLCXii [niaxiiuupoxs liiclxxgiiici j 


tJ C vJ^ . IN U * 


^114^1 

J114J1 


Seq. ID 


vux700161105.hl 


Method 


BLASTX 


NCBI GI 


g3135543 


BLAST score 


222 


E value 


1.0e-18 


Match length 


48 



44423 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

(AF062393) aquaporin [Oryza sativa] 
311452 

vux700161158.hl 

BLASTX 

g2655295 

325 

1.0e-30 

68 
88 

(AF032976) germin-like protein 6 [Oryza sativa] 
311453 

vux700161172.hl 

BLASTN 

g600115 

72 

2.0e-32 

149 

97 

Z.mays apx gene encoding cytosolic ascorbate peroxidase 
311454 

vux700161183.hl 

BLASTN 

g2735839 

57 

2.0e-23 

162 

85 

Sorghum bicolor ADP-glucose pyrophosphorylase subunit SH2, 
transcriptional regulator, NADPH-dependent reductase Al-a 
and NADPH-dependent reductase Al-b genes, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



311455 

vux700161192.hl 

BLASTX 

g3292824 

212 

2.0e-17 

76 

62 

(AL031018) putative protein 



[Arabidopsis thaliana] 



311456 

vux700161209.hl 

BLASTX 

g4539660 

335 

1.0e-31 

87 
72 

(AF061282) polyprotein [Sorghum bicolor] 
311457 

vux700161222.hl 



44424 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl762144 

315 

2.0e-29 

85 

62 

(U48435) 



putative cytochrome P450 [Solanum chacoense] 



311458 

vux700161263.hl 

BLASTN 

gl41961 

50 

2.0e-19 

86 
90 

Alcaligenes eutrophus protein 
genes, complete cds 



H (phbH) and protein I (phbl) 



oeq. wo. 


311459 




Seq. ID 


vux700161264 


.hi 


Method 


BLASTN 






g550433 




Djjrio i score 


103 




E value 


6.0e-51 




Match length 


143 




% identity 


93 




NCBI Description 


Z.mays CYP71C1 gene for 


Seq. No. 


311460 




Seq. ID 


vux700161304 


.hi 


Method 


BLASTN 




NCBI GI 


g459169 




BLAST score 


131 




E value 


6.0e-68 




Match length 


131 




% identity 


100 




NCBI Description 


Zea mays B73 


antifungal 




complete cds 




Seq. No. 


311461 




Seq. ID 


vux700161348 


.hi 


Method 


BLASTX 




NCBI GI 


g3913192 




BLAST score 


172 




E value 


4.0e-17 




Match length 


85 




% identity 


52 





NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



CYTOCHROME P450 93A1 >gi_2129824_pir S62899 cytochrome 

P450 (CYP93 Al) - soybean >gi_1232111_dbj__BAA12159_ 
(D83968) Cytochrome P-450 (CYP93A1) [Glycine max] 
>gi_1588679_prf 2209281A cytochrome P450 [Glycine max] 

311462 

vux700161373.hl 

BLASTN 

g2832242 



44425 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



98 

6.0e-48 

226 

86 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
311463 

vux700161424.hl 

BLASTX 

gl30718 

205 

1.0e-16 

78 
58 

ACID PHOSPHATASE PRECURSOR 1 >gi_170370 (M83211) acid 
phosphatase type 1 [Lycopersicon esculentum] >gi_170372 
(M67474) acid phosphatase type 5 [Lycopersicon esculentum] 

>gi_445121_prf 1908427A acid phosphatase 1 [Lycopersicon 

esculentum] 

311464 

vux700161441.hl 

BLASTX 

g3142293 

149 

3.0e-13 

75 
57 

(AC002411) Contains similarity to myosin IB heavy chain 
gb_X70400 from Gallus gallus. [Arabidopsis thaliana] 

311465 

vux700161458.hl 

BLASTX 

g2369766 

169 

3.0e-12 

41 

73 

(AJ001304) hypothetical protein [Citrus x paradisi] 
311466 

vux700161507.hl 

BLASTX 

g3335060 

153 

2.0e-10 

45 
62 

(AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_4468989_emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 

311467 

vux700161592.hl 

BLASTX 

gll71429 



44426 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405 

5.0e-40 

82 

49 

(U44028) CKC [Arabidopsis thaliana] 
311468 

vux700161671.hl 

BLASTX 

g3445397 

188 

1.0e-14 

59 

59 

(AJ010166) S-domain receptor-like protein kinase 



[Zea mays] 



311469 

vux700161672.hl 

BLASTN 

g4185305 

107 

2.0e-53 

158 

47 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

311470 

vux700161687.hl 

BLASTN 

g3218547 

40 

2.0e-13 

92 

86 

Oryza sativa AOXlb mRNA for alternative oxidase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



311471 

vux700161721.hl 

BLASTX 

gl085973 

187 

2.0e-14 

37 

92 

isopentyl pyrophosphate isomerase - 
(fragment) >gi__572635 emb CAA57947 



pyrophosphate isomerase [Clarkia breweri] 
311472 

vux700161735.hl 

BLASTX 

g2435521 

195 



Clarkia breweri 
(X82627) isopentenyl 



44427 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-15 

60 
57 

(AF024504) contains similarity to Nicotiana tabacum 
membrane-associated salt-inducible protein (GB:U08285) 
[Arabidopsis thaliana] 

311473 

vux7 001617 37. hi 

BLASTX 

g3341695 

263 

2.0e-23 

82 
59 

(AC003672) putative thiamin pyrophospho kinase [Arabidopsis 
thaliana] 

311474 

vux700161739.hl 

BLASTX 

g731058 

233 

5.0e-20 

69 

61 

URACIL- DNA GLYCOSYLASE (UDG) >gi_2118057_pir S39712 

probable uracil-DNA glycosylase - Bacillus subtilis 
>gi_580875_emb_CAA51613_ (X73124) ipa-57d [Bacillus 
subtilis] >gi_2636332_emb_CAB15823_ (Z99123) uracil-DNA 
glycosylase [Bacillus subtilis] 

311475 

vux700161783.hl 

BLASTX 

gl23688 

151 

2.0e-10 

60 

50 

DNAJ PROTEIN HOMOLOG HSJ1 (HSJ-1) >gi_284069_pir S23508 

dnaJ protein homolog - human >gi_324 69_emb__CAA44968_ 
(X63368) HSJlb [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311476 

vux700161785.hl 

BLASTX 

g4574406 

138 

7.0e-09 

47 

53 

(AF121139) RIM2 



protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



311477 

vux700161792.hl 
BLASTX 
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NCBI GI 


g!255951 


BLAST score 


260 


F VrlltlP 


5. 0e-23 


Matph 1 pnnth 

Lid LOll lully L.11 


70 




70 


NCBI Descrinfcion 

xi xv *x* x*r w u *wj_ ^ w ^ v»«/ xx 


(X96932) PS60 [Nicotiana tabacum] 


Qp/-f Ma 
uC^« IN ♦ 


311478 


Seq, ID 


vux700161819.hl 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


98 
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198 
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LJXSCi ILLd y O Jv LVCJ. CLXJ^lld ^Clll yCUC UlUOLCif uviu^iclc oc^ucuuc 




311479 


Sea ID 


vux700161851 hi 


Method 


BLASTX 


NCBI GI 


g4587997 


BLAST score 


160 


F 1 no 

l-j V Cl-L LLC? 


3 Oe-11 


Ma frh 1 pnrrth 

1 Id L. <^l 1 1C11U Lli 


80 


^ J. U. till L J. ty 




NffRT np<3r , Y*i fit" i on 




Qorr NT a 

o e cj * in o • 




Qprr TO 


vnv700161999 hi 


MpthnH 


RT.ASTX 


NCBI GI 


g3264605 


BLAST score 


153 


ij vai u.c 


i np-i n 


IMctLOil XtJlly HI 


30 


15 lUcilulLy 


i on 


Nlf^TAT n^QPTI A "t"~ T ATI 
1NV_*CL UCOul ipLlUll 


^ril UUl JUO / J Li^^JoUlLlCl-L piULClll l_l Z. [_ Zj tJCt llLCl_y tZi J 


Oaa; Wo 


"31 1 4ft1 


Cprr T[) 
uCU • J. U 


Trnyifini 69047 hi 


Mpthod 


BLASTX 


NCBI GI 


a4249391 


BLAST score 


162 


E value 


1. 0e-ll 


Match length 


48 


& "1 Hftflt" T T"\7 






/aP00RQ66^ ^TTnila-r 1-o rri ^94007^ T1 "^HA 16 hafa rrlnrriQ-i H^qo 




rroiu Hraijiaopsis tnaxxana ta\\^ go H.uuu4±4i/j. Liiraoxoxopsis 




"hhal i anal 


C Mo 


31 1 4fi9 


Sea ID 


vux700162059 hi 


Method 


BLASTX 


NCBI GI 


g3377517 


BLAST score 


262 


E value 


3.0e-23 


Match length 


79 


% identity 


61 



44429 



NCBI Description 



(AF073361) nitrate transporter NTL1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311483 

vux700162176.hl 

BLASTN 

g4185305 

79 

1.0e-36 

161 
88 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 


311484 


Seq. ID 


vux700162177.hl 


Method 


BLASTX 


NCBI GI 


gl781326 


BLAST score 


181 


E value 


8.0e-14 


Match length 


74 


% identity 


47 


NCBI Description 


( Yl 0 4 64 ) peroxidase 


Seq. No. 


311485 


Seq. ID 


vux700162226.hl 


Method 


BLASTX 


NCBI GI 


gl30940 


BLAST score 


320 


E value 


5.0e-30 


Match length 


57 


% identity 


100 


NCBI Description 


PATHOGENES I S -RELATED 



>gi_100906j?ir S14969 pathogenesis-related protein - maize 

>gi_22454_emb_CAA38223_ (X54325) pathogenesis-related 
protein -[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311486 

vux700162229.hl 

BLASTX 

g3402682 

195 

3.0e-15 

87 

40 

(AC004 697) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311487 

vux700162261.hl 

BLASTX 

g3878119 

173 

8.0e-13 

60 

53 

(Z49068) similar to GTP-binding protein; cDNA EST 



44430 



EMBL:M89111 comes from this gene; cDNA EST EMBL: D27709 

comes from this gene; cDNA EST EMBL: D27708 comes from this 

gene; cDNA EST EMBL:D73788 comes from this gene; cDNA EST 
yk353 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311488 

vux700162318.hl 

BLASTX 

g3377941 

146 

9.0e-10 

43 

58 

(AL021960) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311489 

vux700162339.hl 

BLASTX 

g3218543 

225 

5.0e-19 

50 

84 

(AB004813) alternative oxidase [Oryza sativa] 
>gi_3218548_dbj_BAA28774_ (AB004865) alternative oxidase 
[Oryza sativa] 



311490 

vux700162420.hl 

BLASTN 

gl70813 

33 

4.0e-09 

49 

92 

Candida albicans ADP-ribosylation factor 
complete cds 



(YCaARFl) gene, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



311491 

~vux700162427.nl 
BLASTX 
gll8104 
365 

3.0e-35 

79 

89 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

311492 

vux700162471.nl- 

BLASTX 

g3548808 



44431 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175 

3.0e-13 

73 
47 

(AC005313) unknown protein [Arabidopsis thaliana] 
311493 

vux700162541.hl 

BLASTN 

g2623247 

64 

1.0e-27 

76 

96 

Zea mays SU1 isoamylase (sugaryl) gene, complete cds 
311494 

vux700162563.hl 

BLASTX 

g542179 

433 

2.0e-43 

79 

100 

alpha tubulin - maize >gi_629837_pir S3 9998 tubulin alpha 

chain - maize (fragment) >gi_393401_emb_CAA52158_ (X73980) 
alpha tubulin [Zea mays] 

311495 

vvh700281911.hl 

BLASTN 

g22275 

45 

1.0e-16 

94 

91 

Maize mRNA for ferritin (clone FM1) 
311496 

vvh700281922.h2 

BLASTX 

g2961378 

283 

2.0e-25 

74 

34 

(AL022141) putative protein [Arabidopsis thaliana] 



311497 

wen700331857.hl 

BLASTX 

g4314371 

286 

7.0e-26 

96 

55 

(AC00634 0) putative G9a protein 
44432 



[Arabidopsis thaliana] 





311498 

Jill JO 


Sea ID 


"wen700331895 hi 


Method 


BLASTX 


NCBI GI 


g4580022 




1 19 


III VC1JLU.C 


1 • UC JLC. 


Tvjf—i 4— /-i V» 1 ar>>i 1 V> 

L v iai-cn lengLn 


A Q 


O lU.CllLJ.Ly 




INV^OX uescr ipx.ioii 




Q&ri Mo 


•J 11 *i _7 -7 


KJ \* • A-U 


wen700331905 hi 


Method 


BLASTX 


NCBI GI 


gl314711 


BLAST score 


219 


E value 


5.0e-18 


Match length 


47 


% identity 


87 


NCBI Description 


(U54615) calcium- 



zinc finger protein C3H-2 [Xenopus laevis] 



thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311500 

wen700331917.hl 

BLASTX 

g4505917 

168 

3.0e-12 

55 

56 

autoantigen PM-SCL >gi_417499_sp_Q01780__PMSC_HUMAN 

AUTOANTIGEN PM-SCL >gi_284357_pir A43920 nucleolar 100K 

polymyositis- scleroderma protein 2 - human >gi_17 9283 
(L01457) PM-Scl autoantigen [Homo sapiens] 

311501 . 

wen700331933.hl 

BLASTX 

g730843 

177 

2.0e-13 

69 
42 

SHUTTLE CRAFT PROTEIN >gi_487400 (U09306) shuttle craft 
protein [Drosophila melanogaster] 

311502 

wen700331934.hl 

BLASTN 

g57656 

111 

9.0e-56 

203 

89 

R.rattus pyruvate dehydrogenase El alpha form 1 subunit 



44433 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311503 

wen700331951.hl 

BLASTX 

g2500543 

176 

3.0e-23 

89 

63 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE EEED8.5 >gi_733602 (U23484) similar to S. 
cerevisiae pre-mRNA splicing factor RNA helicase PRP22 
(SP:PR22_YEAST, P24384) and other DEAH subfamily members c 
the DEAD box family helicases [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311504 

wen700331978.hl 

BLASTX 

gl353193 

214 

2.0e-17 

102 
37 

O-METHYLTRANS FERASE ZRP4 (OMT) >gi_542186__pir JQ2268 

O-methyltransferase (EC 2.1.1.-) - maize >gi_404070 
(L14063) O-methyltransferase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311505 

wen700332055.hl 

BLASTN 

gl77865 

142 

3.0e-74 

251 

88 

Human tumor necrosis factor alpha inducible protein A20 
mRNA, complete cds 



Seq. No. 


311506 


Seq. ID 


wen700332068.hl 


Method 


BLASTX 


NCBI GI 


g3097244 


BLAST score 


228 


E value 


1.0e-25 


Match length 


83 


% identity 


80 


NCBI Description 


(Y08307) ribosomal protein S14 


Seq. No. 


311507 


Seq. ID 


wen700332130.hl 


Method 


BLASTN 


NCBI GI 


g4506692 


BLAST score 


58 


E value 


2.0e-24 


Match length 


98 


% identity 


90 


NCBI Description 


Homo sapiens ribosomal protein 




>gi_337500_gb_M13932_HUMRPS17 ] 



[Mus mus cuius] 



44434 



mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311508 

wen700332132.hl 

BLASTX 

gll76658 

153 

2.0e-10 

44 

61 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311509 

wen700332146.hl 

BLASTN 

g4507-616 

72 

8.0e-33 

92 

95 

Homo sapiens troponin C2, fast (TNNC2) mRNA 
>gi_36728_emb_X07898_HSTC2 Human mRNA for fast skeletal 
troponin C 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311510 

wen700332166.hl 

BLASTX 

g2496930 

157 

1.0e-10 

89 
39 

HYPOTHETICAL 84.2 KD PROTEIN C44B7.11 IN CHROMOSOME II 
>gi_861310 (U28928) C44B7.11 gene product [Caenorhabditis 
elegans] 



Seq. No. 


311511 


Seq. ID 


wen700332192.hl 


Method 


BLASTN 


NCBI GI 


g416263 


BLAST score 


53 


E value 


4.0e-21 


Match length 


89 


% identity 


90 


NCBI Description 


Rice mRNA for ribosomal prot 


Seq. No. 


311512 


Seq. ID 


wen700332255.hl 


Method 


BLASTX 


NCBI GI 


gl814405 


BLAST score 


184 


E value 


6.0e-14 


Match length 


50 


% identity 


76 


NCBI Description 


(U84890) putative phosphate ] 



[ Me s embr y an t hemum 



44435 



crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311513 

wen700332274.hl 

BLASTX 

g4506663 

230 

4.0e-27 

90 

83 

ribosomal protein L8 >gi_133027_sp_P25120_RL8_HUMAN 60S 

RIBOSOMAL PROTEIN L8 >gi_71075_pir R5RTL8 ribosomal 

protein L8 - rat >gi_478326_pir JN0923 ribosomal protein 

L8 - human >gi_57704_emb_CAA44071_ (X62145) ribosomal 
protein L8 [Rattus rattus] >gi_433899__emb_CAA82248_ 
(Z28407) ribosomal protein L8 [Homo sapiens] >gi_1527178 
(U67771) ribosomal protein L8 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311514 

wen700332277.hl 

BLASTX 

gll3217 

183 

4.0e-14 

34 

100 

ACTIN 1 >gi_100149_pir S07002 actin 1 



- carrot 



311515 

wen700332321.hl 

BLASTX 

g4220474 

208 

8.0e-17 

60 
68 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311516 

wen700332331.hl 

BLASTX 

g3461813 

384 

2.0e-37 

88 

77 

(AC004138) putative sucrose/H+ symporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



311517 

wen700332334.hl 

BLASTX 

g487123 

239 

1.0e-20 

48 



44436 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

u-plasminogen activator receptor form 2 precursor - human 
>gi_433901_emb_CAA52191_ (X74039) urokinase plasminogen 
activator receptor [Homo sapiens] 

311518 

wen700332396.hl 

BLASTN 

g4506008 

196 

1.0e-106 

256 
94 

Homo sapiens protein phosphatase 1, regulatory subunit 10 
(PPP1R10) mRNA >gi_2117158_emb_Y13247_HSFB19 Homo sapiens 
fb!9 mRNA 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311519 

wen700332446.hl 

BLASTN 

g204490 

50 

2.0e-19 

54 

98 

Rat glutathione S-transferase mRNA, complete cds 
311520 

wen700332463.hl 

BLASTX 

g2827656 

233 

1.0e-21 

73 
73 

(AL021637) DAG-like protein [Arabidopsis thaliana] 
311521 

wen700332474.hl 

BLASTN 

gl79276 

88 

2.0e-42 

124 

94 

Human ATP synthase beta subunit gene, exons 1-7 
311522 

wen700332483.hl 

BLASTN 

g535741 

133 

5.0e-69 

176 

95 

Rattus norvegicus palmitoyl-protein thioesterase mRNA, 
complete cds 



44437 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311523 

wen700332487.hl 

BLASTN 

g587519 

47 

6.0e-18 

55 
96 

R.norvegicus mRNA for keratin 
311524 

wen700332519.hl 

BLASTN 

g4589659 

216 

-1.0e-118 
256 
96 

Homo sapiens mRNA for KIAA1008 protein, complete cds 
311525 

wen700332520.hl 

BLASTX 

gll5454 

256 

2.0e-22 

74 

62 

CARBONIC ANHYDRASE II (CARBONATE DEHYDRATASE II) 

>gi_1079389_pir JC2580 carbonate dehydratase (EC 4.2.1.1) 

II - chicken >gi_65332_emb_CAA78681_ (Z14957) carbonic 
anhydrase [Gallus gallus] 

311526 

wen700332538.hl 

BLASTX 

g481452 

157 

4.0e-20 

94 

59 

Ig kappa chain V region - human (fragment) 
>gi_415956_emb_CAA81694_ (Z27170) IG light chain variable 
region (VJ) [Homo sapiens] 



Seq. No. 
Seq. 'ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311527 

wen700332554.hl 

BLASTN 

g4505612 

174 

3.0e-93 

282 

91 

Homo sapiens PRKC, apoptosis, WT1, regulator (PAWR) mRNA 
>gi_3282204_gb_U63809_HSU63809 Homo sapiens prostate 
apoptosis response protein par-4 mRNA, complete cds 



44438 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity,- _ 

NCBI Description 



311528 

wen700332563.hl 

BLASTN 

g57656 

236 

1.0e-130 

268 

97 

R.rattus pyruvate dehydrogenase El alpha form 1 subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311529 

wen700332576.hl 

BLASTX 

g4506617 

315 

7.0e-31 

90 
79 

ribosomal protein L17 >gi_132799_sp_P18621_RL17_HUMAN 60S 

RIBOSOMAL PROTEIN L17 (L23) >gi_7128 l_pir R5HU22 ribosomal 

protein L17 - human >gi_34199_emb_CAA37793__ (X53777) 
putative ribosomal protein (AA 1-184) [Homo sapiens] 



oeq. no. 


o i 1 con 


Seq. ID 


wen700332579.hl 


Method 


BLASTN 




gZZlooxZ 


BLAST score 


106 


E value 


6.0e-53 


Match length 


158 


% identity 


92 


NCBI Description 


Homo sapiens podocalyxin-like protein mRNA, 


Seq. No. 


311531 


Seq. ID 


wen700332596.hl 


Method 


BLASTX 


NCBI GI 


g3402697 


BLAST score 


364 


E value 


4.0e-35 


Match length 


88 


% identity 


80 


NCBI Description 


(AC004261) putative phosphatidylinositoT-4- 




5-kinase [Arabidopsis thaliana] 


Seq. No. 


311532 


Seq. ID 


wen700332606.hl 


Method 


BLASTN 


NCBI GI 


g37995 


BLAST score 


105 


E value 


2.0e-52 


Match length 


133 


% identity 


95 


NCBI Description 


H. sapiens mRNA for xeroderma pigmentosum gj 




complementing factor (XP-C) 


Seq. No. 


311533 



complete cds 



44439 



Seq. ID 


wen700332630.hl 


Method 


BLASTN 


NCBI GI 


g2077942 


BLAST score 


105 


E value 


2 Oe-52 


Match length 


113 


% identity 


98 


NCBI Description 


Rattus norvegicus mRNA for 


Seq. No. 


311534 


Seq. ID 


wen700332664.hl 


Method 


BLASTX 


NCBI GI 


gl350662 


BLAST score 


176 


E value 


3.0e-13 


Match length 


37 


% identity 


86 


NCBI Description 


60S RIBOSOMAL PROTEIN L13 i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(A52) >gi_899445 (U28917) 60S 
ribosomal protein [Mus musculus] 

311535 

wen700332684.hl 

BLASTN 

g533946 

176 

2.0e-94 

240 

94 

H. sapiens (xs31) mRNA, 835bp 
311536 

wen700332708.hl 

BLASTN 

g!916228 

297 

I. 0e-166 

313 
99 

Human line-1 reverse transcriptase gene, partial cds, and 
granulocyte chemotactic protein-2 (GCP-2) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



311537 

wen700332741.hl 

BLASTN 

g4406704 

140 

4.0e-73 

188 

94 

Homo sapiens clone 24870 mRNA sequence 
311538 

wen700332786.hl 

BLASTX 

g3873807 

143 



44440 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



4.0e-09 

45 

60 

(Z49907) B0491.1 [Caenorhabditis elegans] 
311539 

wen700332792.hl 
BLASTN 

g505037 :f 
110 

2.0e-55 

162 

92 

H. sapiens polyA site DNA sequence 
311540 

wen700332839.hl 

BLASTX 

g4506655 

479 

2.0e-48 

96 

94 

ribosomal protein L5 >gi_1173054_sp_P46777_RL5_HUMAN 60S 

RIBOSOMAL PROTEIN L5 >gi_1362932__pir S55912 ribosomal 

protein L5 - human >gi_550013 (U14966) ribosomal protein L5 

[Homo sapiens] >gi_1096938_prf 2113200A ribosomal protein 

L5 [Homo sapiens] 

311541 

wen700332847.hl 

BLASTN 

g4506750 

86 

3.0e-41 

113 

96 

Homo sapiens restin {Reed-Steinberg cell-expressed 
intermediate filament-associated protein) (RSN) mRNA 
>gi_35998_emb_X64838_HSRESTIN H. sapiens mRNA for restin 

311542 

wen700332849.hl 

BLASTX 

g2894106 

300 

7.0e-28 

59 

95 

(Z78279) Collagen alphal [Rattus norvegicus] 
311543 

wen700332858.hl 

BLASTN 

gl518112 

41 

5.0e-14 



444,41 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
87 

Brassica napus S locus-linked gene two (SLL2) itiRNA, 
complete cds 

311544 

wen700332873.hl 

BLASTN 

gl666699 

88 

2.0e-42 

100 

97 

Mus musculus Btk locus, alpha-D-galactosidase A (Ags), 
ribosomal protein (L44L) , and Bruton's tyrosine kinase 
(Btk) genes, complete cds 

311545 

wen700332881.hl 

BLASTN 

g2731598 

137 

2.0e-71 

169 

95 

Homo sapiens chromosome 5, PI clone 1029A7 (LBNL H15) f 
complete sequence [Homo sapiens] 

311546 

wen700332924.hl 

BLASTN 

g341979 

222 

1.0e-122 

261 

97 

Homo sapiens NADH- cytochrome b5 reductase 
9 



(b5R) gene, exon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match- length 
% identity 



311547 

wen700332930.hl 

BLASTN 

g4406702 

114 

2.0e-57 

232 
97 



Homo sapiens clone 24 856 mRNA sequence, complete cds 



311548 

wen700332949.hl 

BLASTX 

g4165488 

425 

3.0e-42 

94 

90 



44442 



NCBI Description 



(AJ132399) alpha-tubulin 3 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311549 

wen700332973.hl 

BLASTX 

g3169828 

243 

7.0e-21 

61 

82 

(AF030454) epithelial V-like antigen precursor [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311550 

wen700332986.hl 

BLASTN 

g!124883 

196 

1.0e-106 

251 

96 

Rattus norvegicus small proline-rich protein (spr) 
complete cds 



gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311551 

wen700333013.hl 
BLASTX 
g4415941 ' 
143 

4.0e-09 

36 
69 

(AC006418) putative arginine-serine rich splicing factor 
[Arabidopsis thaliana] 



Seq. No. 


311552 


Seq. ID 


wen700333019.hl 


Method 


BLASTN 


NCBI GI 


g3341647 


BLAST score 


34 


E value 


1.0e-09 


Match length 


70 


% identity 


87 


NCBI Description 


Zea mays Ama gene 


Seq. No. 


311553 


Seq. ID 


wen700333024.hl 


Method 


BLASTX 


NCBI GI 


g4503135 


BLAST score 


332 


E value 


3.0e-31 


Match length 


80 


% identity 


81 


NCBI Description 


chymotrypsinogen : 



CH YMOT RY P S INOGEN B PRECURSOR >gi_105619_pir A31299 

chymotrypsin (EC 3.4.21.1) precursor - human >gi_181190 
(M24 400) preprochymotrypsinogen (EC 3.4.21.1) [Homo 



44443 



sapiens] 



Seq. No. 


311554 


Seq. ID 


wen700333028.hl 


Method 


BLASTX 


1.1 \s ±J X \J X 


y +j *i \j \j \j 


OXlflkJ X O O WX C 


1 78 






Match lencrth 


97 


O 1UCUL1 L.y 


X —J 






Seq. No. 


311555 


Seq. ID 


wen700333048.hl 


Method 


BLASTN 


NCBI GI 


g4003383 


BLAST score 


203 


E value 


1.0e-110 


Match length 


275 


% identity 


93 


NCBI Description 


Homo sapiens genomic DNA o: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

■% identity 

NCBI, Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



hepatocellular colorectal and non-small cell lung cancer 
segment 6/11 

311556 

wen700333062.hl 

BLASTX 

g4512688 

262 

4.0e-23 

92 

60 

(AC006931) hypothetical protein [Arabidopsis thaliana] 



311557 

wen700333072.hl 

BLASTX 

g2351097 

260 

7.0e-23 

60 

80 

(AB006810) ATMRK1 



[Arabidopsis thaliana] 



311558 

wen700333173.hl 

BLASTX 

gl703380 

175 

7.0e-13 

37 
97 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

311559 

wen700333180.hl 



44444 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3169158 

217 

2.0e-22 

68 

73 

(AC004770) BC269730_2 [Homo sapiens] 
311560 

wen700333188.hl 

BLASTX 

gll8104 

252 

6.0e-22 

74 

69 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

311561 

wen700333240.hl 

BLASTN 

g4416300 

90 

4.0e-43 

132 

99 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

311562 

wen700333301.hl 

BLASTX 

g4220529 

268 

9.0e-24 

92 

54 

(AL035356) putative protein [Arabidopsis thaliana} 
311563 

wen700333305.hl 

BLASTX 

g2959781 

145 

1.0e-13 

75 
61 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
311564 

wen700333330.hl 

BLASTX 

g4206209 



44445 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225 

1.0e-18 

100 

38 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 



311565 

wen700333394. 

BLASTN 

g21800 

85 

4.0e-40 

215 
78 

T.aestivum L 



hi 



mRNA for histone H2B 



311566 

wen700333417.hl 

BLASTX 

g417103 

401 

2.0e-39 

80 
100 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U094 64) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi__510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

311567 

wen700333418.hl 

BLASTN 

g4504486 

35 

2.0e-10 

75 

87 

Homo sapiens histidine-rich calcium-binding protein (HRC) 
mRNA >gi_183918_gb_M60052_HUMHCPB Human histidine-rich 
calcium binding protein (HRC) mRNA, complete cds 



44446 



Seq. No. 


311568 


Seq. ID 


wen700333451.hl 


Method 


BLASTN 


NCBI GI 


g4505740 


BLAST score 


128 


E value 


4 . Oe-66 


Match length 


132 


% identity 


99 


NCBI Description 


Homo saoiens orefoldin 4 (PFDN4} mRNA 




>ai lfi^ORfiO rrh FT41R16 W^nilfilfi Human P-1 mRMa romnloi-o 


Seq. No. 


311569 


Seq. ID 


wen700333457.hl 


Method 


BLASTN 


NCBI GI 


g4506606 


BLAST score 


40 


E value 


1.0e-13 


Match length 


40 


% identity 


100 


NCBI Description 


Homo Q a t~\ -i pn v i hn^nmsl r>T~r\f- o i* n T . 1 P fRDT 1 fi \ -mP'NTZl 
"wuu oapicno i. _L u w o vjiLLa, J. piui,clil Xj X O , ^ £\lr J_i X O / ullNXNrl. 




>ai "3*3749? an T.I 1 "^66 HTTMRPT.1 8 A Homo q^t~> i on c: ri Knc-nma 1 
*^yx y iJ XjXX^JUO IlUl^trvirXjXOri nUulQ bapiciiS JL XOQSQIiiax 




px(JLe-Lll Llo ^r\irXjXo; iurvlNri, COItipxeue CQS 


Sea No 


311570 


Seq. ID 


wen700333502 .hi 


Method 


BLASTX 


NCBI GI 


g493066 


BLAST score 


419 


TT V3 1 hp 


X . Uc *t X 


MstpH 1 pnrrth 


o y 


% identity 


90 


LN^Ol UCOLI J_^J L. XUI1 


tuuyoiuj gxycyx— tikina syntnecase L&omo sapiens J 


Seq. No. 


311571 


Seq. ID 


wen700333508 .hi 


Method 


BLASTN 


NCBI GI 


g4557532 


BLAST score 


213 


E value 


1.0e-116 


Match length 


280 


■^identity 


94 


NCBI Description 


Homo sapiens diptheria toxin resistance protein required 



for diphthamide biosynthesis (Saccharomyces) -like 2(DPH2L2) 
mRNA >gi_3170457_gb_AF053003_AF053003 Homo sapiens 
diphthamide biosynthesis protein-2 (DPH2) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311572 

wen700333512.hl 

BLASTN 

g56056 

158 

1.0e-83 

257 
90 

R.norvegicus DCN mRNA for decorin 



44447 





^11^73 


Sea ID 




Method 


BLASTN 


NCBI GI 


g205381 


iDLxcio i score 


^1U 


Hi Val Liti 


X • Uc XXO 


rla LU11 xeiiy L.II 




O iUCllL- J. 


97 


inl*dx uescrip tion 


rat uieLaiioinioneiii 1 [uxz x y mrna 




"31 1 R7A 


Seq. ID 


wen700333558 hi 


Method 


BLASTN 


NCBI GI 


gl88542 


J3J_ltiO 1 bCOIc 


OA 9 
Z*l Z 


Hi ValUc 


1 Ho— 1 *3A 
x • ue 1,54 




9££ 
Zoo 


15 XUeilClty 




inl^idi uescripTiion 


numan ixix^z itikina, compxeue cas 




jiij / 0 


Oev^. 1U 


wen / \j\j000DDy .ni 


Method 


BLASTX 


NCBI GI 


g2967678 


nli/ioj. SCOre 




E value 


d • ue-4i 


Match length 


yz 


% identity 


yo 


jNutsx uescrxpuxon 


{AhvlZjQti) smooth muscle gamma actin 


0S4 • 1NO . 


OHO / O 




Well / UUJJJJ / U • 111 


Method 




NCBI GI 


g4587711 


BLAST score 


112 


Hi value 




Ma 4- oh 1 onrcHh 
1 id l. on -Lfciiiy L.11 


14 9 




QR 

yo 




xivjiuu ocipiexio iLiu dUdpLin reiateu prou' 




complete cds 




0-1 i c-77 

Oil j / / 


OcCJ. ±U 


wen ^uujjjj /z .ni 


Method 


BLASTX 


NCBI GI 


g3738319 


1 score 


"51 n 

O-LU 


E value 


y . ue— zy 


Match length 


yu 


15 lU.ei]XlT-y 


fi9 
DZ 


NCBI Description 


(AC005170) hypothetxeal protein [Aral 


Seq. No. 


311578 


Seq. ID 


wen700333573.hl 


Method 


BLASTX 


NCBI GI 


g3766236 


BLAST score 


297 



2 (HSMU4) mRNA, 



44448 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-27 

82 
76 

(AF095287) pituitary tumor transforming gene protein 1 
[Homo sapiens] >gi_3819182_emb_CAA11683 . 1_ (AJ223953) hPTTG 
[Homo sapiens] >gi_4377993_gb_AAD19335__ (AF075242) tumor 
transforming protein 1 [Homo sapiens] 

311579 

wen700333578.hl 

BLASTN 

g35183 

51 

4.0e-20 

123 

85 

H. sapiens p27 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311580 

wen700333589.hl 

BLASTN 

g2813964 

57 

1.0e-23 

113 
88 

Human DNA sequence from PAC 179M20 on chromosome 
20ql2-13.1. Contains adenosine deaminase (ADA) f placental 
protein Diff33, CA repeat, ESTs, STS 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311581 

wen700333613.hl 

BLASTN 

g34469 

204 

l.Oe-111 

298 

92 

H. sapiens max gene 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311582 

wen700333618.hl 

BLASTX 

gll54954 

238 

3.0e-20 

57 

89 

(X94693) histone H2A 



[Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



311583 

wen700333672.hl 

BLASTN 

gl83622 

196 

1.0e-106 
220 



44449 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI, Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



97 

Human gro (growth regulated) gene 



311584 

wen700333684.hl 
BLAST N 
gl594283 
220 

1.0e-120 

276 

95 

Human transcription factor E2F1 
complete cds 



(E2F1) gene, exons 4-7 and 



311585 

wen700333686.hl 

BLASTN 

g3150089 

93 

6.0e-45 

165 

89 

Homo sapiens DNA sequence from PAC 418A9 on chromosome 
6q21. Contains the first (5 f ) two exons of a CDK8 (Cell 
Division Protein Kinase 8) LIKE gene, a Neutral Calponin 
LIKE pseudogene, ESTs and STSs, complete sequence [Horn 

311586 

wen700333727.hl 

BLASTX 

gll3609 

422 

8.0e-42 

88 

93 

FRUCTOSE-BISPHOSPHATE ALDOLASE 
>gi_202835 (M12919) aldolase A 



norvegicus] >gi_1619605 
[Rattus norvegicus] 



A (MUSCLE-TYPE ALDOLASE) 
(EC 4.1.2.13) [Rattus 



emb CAA27815 (X04261) aldolase A 



311587 

wen700333731.hl 

BLASTX 

g4531444 

257 

2.0e-22 

95 

55 

(AC006224) putative protein kinase 
311588 

wen700333740.hl 

BLASTX 

gl08463 

359 

1.0e-34 
77 



[Arabidopsis thaliana] 



44450 



% identity 

NCBI Description 



90 

25K FK506/rapamycin-binding protein - bovine (fragment) 



Seq, No. 


311589 


Seq, ID 


wen700333759.hl 


Method 




INUol QjI 


or "3 "3 A n Q A Q 


biiAoi score 




E value 


1 Ho— 9ft 


jyiarcn xengcn 


04 


% identity 






{AF055 666) kinesin light chain 2 [Mus musculus] 






Seq. ID 


wen700333829.hl 


Method 


BLASTX 




gizio4 4z 


DT ACT oonra 

nLiAoj. score 




E value 


z . ue-iy 


ruaxoii xeny L.n 




% identity 


O A 


ncbj. Description 


(U48961) isopentenyl pyrophosphate isomerase [Arabidop: 




thaliana] 


Seq. No. 


311591 


Seq. ID 


wen700333904.hl 


Method 


BLASTX 


NCBI GI 


g2335108 


BLAST score ~ 


182 


E value 


l. Ue-lo 


Match length 


61 


% identity 


54 


jNuisi Description 


(Acuuz^oy) putative isulmase [Arabidopsis thaliana] 


o e q • in o . 




iJC^< J. u 


nn^^ ^QH^ HI 
wen /uujjjyuo.ni 


Method 


BLASTX 


NCBI GI 


gl345588 


DiiAoi score 


ZOO 


E value 


o . ue-zo 


Matcn length 


68 


% identity 




NCBI Description 


14-3-3-LIKE PROTEIN GF14-12 >gi 998432 bbs 164524 




GF14-12=GRF2 product /14-3-3 protein homolog [Zea mays, 




XL80, Peptide, 261 aa] 


Seq. No. 


311593 


Seq. ID 


wen700333908.hl 


rieunoct 




NCBI GI 


g4454478 


BLAST score 


193 


E value 


4.0e-15 


Match length 


68 


% identity 


56 


NCBI Description 


(AC006234) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


311594 



44451 



Sea ID 


wen700334095 hi 


Method 


BLASTX 


NCBI GI 


g3859982 


BLAST score 


155 


£j V O.JL Lid 


1 . Oe-22 


1 i u LLli XC11U Ull 




o J. v^ivzii 1 1 — l uy 




NPBT Dpqpri nf i 

i-lW-U-X \-r A t~ L Vll 


(AF091072) unknown THomo q^nipnql 


C o rr Xt^ 


*31 1 R Q 1 ^ 

Ox X-J 


Cpn TH 

o cu • J. Ju/ 


wpn70fR^41 DQ hi 

wen / UU JJ^IU J • il X 


Method. 


BLASTN 


NCBI GI 


g3273244 


BLAST score 


43 


T* 1 Tra 1 no 




Match 1 f^rirfhh 


59 






XNWXjX UCIjUI-LUuXUII 


\JLy£ct oaLlva UlNri XUx INXiO XcLcpLUI / OUlltp.l_eLt5 OUb 


oeq • vio . 






wpn70fR341 1 6 hi 

WCil f UUJJ'illU * 11X 


Method 


BLASTX 


NCBI GI 


al632755 


Diinul ov_*v_sxe 


991 


Hi VaXU.t5 


O ■ VJC x_? 


Match length 


54 


% identity 


87 


ln^dx uescirxpT,ion 


(D83585) proteasonie Z subunit precursor [Mus musculus] 




>gi zuoziu/ eiuo ui\i\/ioz4 (x±Uo/4j proteasome suDunti MC14 




[MUS ITIUSCUXUSJ ^gl ZD4/UOo QD]] dM^ZoO / (UoOO/U; FbMrs / 




[LYIUS IUU5CU1USJ 


Q £i it "\T/-s 

oeq . 1NO . 


Ol 1 C Q*7 






Method 




NCBI GI 


g4325179 


BLAST score 


127 


U" TT3 Ilia 


x . ue do 


ftA^ ■+- /-iVi n t~\ i Vi 
L v ia.t.cn icngtn 




■6 xaenuxxy 






nOITLO Sapiens leEidSpall INr*l — D ItlKlNii/ COlTlpXetie CQS 


OtitJ. LNO« 


"^1 1 RQQ 


Q prr Tn 

O C ^ * X LV 


wpn7nfl^?A1 d ^ hi 


Method 


RT.ASTX 

X^XJx^.0 X 


NCBI GI 


g627339 


BLAST score 


155 


ilt VQl Lit- 


O Ho— 1 1 

o • ue Xx 


rxciL.(^ll XcJliy Ull 


o y 


& H /"^ /~V T"\ "I - T 

^ laemiLy 


/ 1 


LNOXJX ucouiipiiun 


Ltsiiia-Lii/ taiaiac niuscxe ciiiocen 


Seq. No. 


311599 


Seq. ID 


wen700334172.hl 


Method 


BLASTN 


NCBI GI 


gl68460 


BLAST score 


256 



44452 



Hi value 


X • U C X *± <£. 


net n_»n j_ tiiiy uii 


976 


15 j_u.ci.li — »-i,y 


_?o 


NCRT Dp^rri rsti nn 


Zps Tnav^ c vr 1 OTih "i 1 "i n fPvP^ TnRTvfA ffvrrvnl f^1~^ pHq 




JilvUv 


Seq. ID 


wpn700334184 hi 


Mpt hod 


BLASTX 


NCBI GI 


g3386606 


BLAST score 


268 


ill Vd._L.llc 


A He-— 94 


i v id coil XciiyL.n. 


OU 




7c 
/ O 




^ 7\ (~* \ \\ \ A £\ (\^~\ \ T^ii ifafi tto Kaf'a — amt/l aco r Zi^ahi HAnoi o ^Vi a 1 i ana 1 
^fWjUU'iUWJ/ LJU. L.O. L. X V c JJcLa clluy X cl o tJ L"X cLJJXU.vjpoX o LIlcLX X dlld J 




JllOUl 


S^CT TO 


wen700^^41R7 hi 

WCll / J J1 lO / • 11 J. 


Mpthnri 


BLASTX 


NCBI GI 


g231443 


BLAST score 


178 


E value 


2.0e-27 


Match length 


89 - - 


% identity 


79 


NCBI Description 


PROTEIN PHOSPHATASE PP2A, 65 KD REGULATORY SUBUNIT, ALPHA 



ISOFORM (PROTEIN PHOSPHATASE PP2A SUBUNIT A, ALPHA ISOFORM) 
(PR65-ALPHA) >gi_107300_pir A34541 phosphoprotein 



phosphatase (EC 3.1.3.16) 
human >gi_189428 (J02902) 
[Homo sapiens] 



2A-alpha 65K regulatory chain - 
phosphatase 2A regulatory subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



311602 

wen700334209.hl 

BLASTN 

g3483435 

166 

1.0e-88 

209 

95 

Homo sapiens full length insert cDNA clone Y28 6H11 
311603 

wen700334250.hl 

BLASTX 

gl06468 

220 

3.0e-18 

85 

55 

Ig heavy chain V region precursor - human 
>gi_37725__emb_CAA39626__ (X56158) immunoglobulin from VH4 
family [Homo sapiens] 

311604 

wen700334259.hl 

BLASTX 

g4103635 

174 



44453 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-13 

64 

45 

(AF026538) ABA-responsive protein [Hordeum vulgare] 
311605 

wen700334269.hl 

BLASTX 

g4506681 

189 

8.0e-15 

49 
80 

ribosomal protein Sll >gi_133723_sp_P04 643_RSll_HUMAN 4 OS 

RIBOSOMAL PROTEIN Sll >gi_71004_pir R3HU11 ribosomal 

protein Sll - human >gi_71005_pir R3RT11 ribosomal protein 

Sll - rat >gi_36144_emb_CAA29834_ (X06617) ribosomal 
protein Sll (AA 1 - 158) [Homo sapiens] >gi_206739 (K03250) 
ribosomal protein Sll [Rattus norvegicus] >gi_1938406 
(U93864) ribosomal protein Sll [Mus musculus] 

311606 

wen700334270.hl 

BLASTX 

gl800217 

223 * 

8.0e-19 

50 

90 

(U56730) Phytochrome B [Sorghum bi color] 
311607 

wen700334275.hl 

BLASTN 

g3253129 

105 

2.0e-52 

149 

93 

Homo sapiens chromosome 
sequence [Homo sapiens] 



17, clone HRPC837Jl f complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



311608 

wen700334280.hl 

BLASTN 

g473948 

83 

5.0e-39 

211 

85 

Human mRNA for KIAA0116 gene, partial cds 
311609 

wen700334294.hl 

BLASTX 

g4506761 

282 



44454 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2.0e-25 

57 

93 

S100 calcium-binding protein A10 (annexin II ligand, 
calpactin I, light polypeptide (pll)) 

>gi_116486_sp_P08206_S110_HUMAN CALPACTIN I LIGHT CHAIN 
(P10 PROTEIN) (Pll) (CELLULAR LIGAND OF ANNEXIN II) 

>gi_89438_pir B28489 calpactin I light chain - bovine 

>gi_107251_pir JC1139 calpactin I light chain - human 

>gi_162785 (M16464) calpactin I light chain [Bos taurus] 
>gi_179875 (M81457) calpactin I light chain [Homo sapiens] 
>gi_180596 (M38591) cellular ligand of annexin II [Homo 
sapiens] 

311610 

wen700334319.hl 

BLASTN 

gl724101 

54 

5.0e-22 

58 

98 

Mesembryanthemum crystallinum S-adenosyl-L-homocystein 
hydrolase mRNA, complete cds 

311611 

wen700334330.hl 

BLASTX 

gl32540 

194 

2.0e-15 

37 
95 

TRANSFORMING PROTEIN RHOA (H12) >gi_68960_pir TVHU12 

GTP-binding protein rhoA - human >gi_2144596_pir TVB012 

GTP-binding protein rhoA - bovine >gi_36030_emb_CAA28690_ 
(X05026) ORF (AA 1-193) [Homo sapiens] >gi_162743 (M27278) 
rho (Gb) protein [Bos taurus] >gi_407697 (L25080) 
GTP-binding protein [Homo sapiens] 

311612 

wen700334343.hl 

BLASTX 

g3063653 

263 

2.0e-23 

54 

94 

(AF057356) calcyclin binding protein [Homo sapiens] 
>gi_4200224_emb_CAA22910_ (AL035305) hypothetical protein 
[Homo sapiens] 

311613 

wen700334381.hl 

BLASTN 

g7382486 

78 



44455 



E value 
Match length 
% identity 
NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-36 

102 
94 

Homo sapiens chloride intracellular channel 1 
and translated products 



(CLIC1) mRNA, 



311614 

wen700334385.hl 

BLASTN 

g4504328 

88 

2.0e-42 

104 

96 

Homo sapiens hepatocyte growth factor activator inhibitor 
(HAI) mRNA >gi_2924600_dbj_AB000095_AB000095 Homo sapiens 
mRNA for hepatocyte growth factor activator inhibitor, 
complete cds 



Seq. No. 


311615 


Seq. ID 


wen700334438.hl 


Method 


BLASTN 


NCBI -GI 


g313141 


BLAST score 


45 


E value 


2.0e-16 


Match length 


61 


% identity 


93 


NCBI Description 


2. mays ZmPR03 mRNA for 


Seq. No. 


311616 


Seq. ID 


wen700334455.hl 


Method 


BLASTX 


NCBI GI 


g4504549 


BLAST score 


424 


E value 


4.0e-42 


Match length 


75 


% identity 


96 


NCBI Description 


hexabrachion (tenascin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3915888_sp_P24821_TENA_HUMAN TENASCIN PRECURSOR (TN) 
(HEXABRACHION) (CYTOTACTIN) (NEURONECTIN) (GMEM) (JI) 
(MIOTENDINOUS ANTIGEN) (GLIOMA- ASSOC I AT ED- EXTRACELLULAR 

MATRIX ANTIGEN) (GP 150-225) (TENASCIN-C) 

>gi__2119620_pir A32160 tenascin-C - human 

>gi_556845_emb_CAA55309_ (X78565) human tenascin-C [Homo 

sapiens] 

311617 

wen700334477.hl 

BLASTX 

g91322 

141 

3.0e-09 

38 

74 

SURF-1 protein - mouse 



Seq. No. 



311618 



44456 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



wen700334482.hl 

BLASTX 

g3914006 

235 

3.0e-20 

50 

94 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(U85495) LON2 [Zea mays] 



2 PRECURSOR >gi 1816588 



311619 

wen700334561.hl 

BLASTX 

g4503841 

215 

7.0e-18 

50 
84 

thyroid autoantigen 70kD (Ku antigen) 

>gi_125729_sp_P12956_KU70_HUMAN ATP-DEPENDENT DNA HELICASE 
II, 70 KD SUBUNIT (LUPUS KU AUTOANTIGEN PROTEIN P70) (70 KD 
SUBUNIT OF KU ANTIGEN) (THYROID-LUPUS AUTOANTIGEN) (TLAA) 
(KU70) (CTC BOX BINDING FACTOR 75 KD SUBUNIT) (CTCBF) 
(CTC75) >gi_105163_pir_A30894 70K thyroid autoantigen - 
human >gi_178650 (J04611) p70 autoantigen [Homo sapiens] 
>gi_250497__bbs_107206 (S38729) Ku autoantigen p70 subunit 
[human, Peptide, 609 aa] [Homo sapiens] >gi_307095 (M328 65) 
Ku protein subunit [Homo sapiens] >gi_339667 (J04607) 
thyroid autoantigen [Homo sapiens] 

311620 

wen700334646.hl 

BLASTX 

g4587533 

231 

2.0e-19 

87 
56 

(AC007060) EST gb_AA721821 comes from this gene. 
[Arabidopsis thaliana] 

311621 

wen700334725.hl 

BLASTX 

g4432822 

174 

8-06-13 

88 
42 

(AC006593) hypothetical protein [Arabidopsis thaliana] 
311622 

wen700334805.hl 

BLASTX 

g401161 

458 

4.0e-46 



44457 



Match length 

% identity 

NCBI Description 



86 
100 

TUBULIN ALPHA- 5 CHAIN >gi_322879_pir S28982 tubulin 

alpha-5 chain - maize >gi_22156_emb_CAA44862_ (X63177) 
alpha-tubulin #5 [Zea mays] >gi_450293 (L27815) 
alpha-tubulin [Zea mays] >gi__452474 (U05258) alpha-tubulin 
[Zea mays] 



Seer. No. 


311623 

*J J- J- \J £-* 


Sea ID 


wen700334813 hi 




LJXxrikJ X LN 


NCBI GI 


gl575504 


BLAST score 


65 


E value 


2.0e-28 


Match length 


65 


% i dent it v 


100 
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Sea No 


311624 




WCLi / UUJ JtO JU • I1X 




DT aQT^V 


NCBI GI 


a4581164 


BLAST score 


181 


F. va 1 hp 
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7 . Oe-14 


Match length 


55 


% identity 


62 
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Match length 


65 


% identity 


55 


WPRT H/acnrint'inn 
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DXi/lO 1 A 






BLAST «?corp 


137 


E value 


9.0e-09 


Match length 


55 


% identity 


47 


NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 


Seq. No. 


311627 


Seq. ID 


wen700334939.hl 


Method 


BLASTX 


NCBI GI 


g4587589 


BLAST score 


234 


E value 


9.0e-20 


Match length 


99 


% identity 


45 



44458 



NCBI Description 


(AC007232) hvnothetical Drotein rArabidon^iq thai i an^l 


Sea No 


311628 


Seq. ID 


wen700334978.hl 


Method 


BLASTX 


NCBI GI 


g3461817 


BLAST score 


169 


E value 


2 . Oe-12 


Match length 


64 


?; "i Henl" i t"v 
o — l _y 


56 


NCBI Description 


(AC004138} unknown orotein f Arab i don <=; i c; rhalianal 




31 1 69Q 

Jx x .7 


Seq. ID 


wen700334992 hi 

" *31 1 / uU J ^^Zi » Xlx 


Method 


BLASTN 


NCBI GI 


g643596 


BLAST score 


82 


E value 


1. Oe-38 


Match lencrth 


125 


% ident i tv 


91 


NCBI Description 


Corn itiRNA for cvsteine orofpina^p. pi atip CCP nmnr>1 


Sea No 


311630 


Seq. ID 


wen700335044 hi 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


304 
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Method 


BLASTX 


NCBI GI 


g2809481 


BLAST score 


319 
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NCBI Description 


(AF042839) calmodulin TOrv7a qaM val 


Sf^a No 


31 1 63? 


Seq. ID 


wen700335104 hi 

WCll I VV J J JXU1 < 11X 


Method 


BLASTX 


NCBI GI 


al33021 


BLAST score 


292 


E value 


6. Oe-38 


Match length 


93 


Sr I (Hon "i +-tz 


fi 1 

o X 




DUO l\xovjovjL v xrtXj JrJtvvJiiLXiN xi / /yl /lliU pir KOxlU / rxDOSOuiax 




protein l/ - numan >gi Jbl4U emo CAAo/lo9 (X52967) 




ribosomal protein L7 [Homo sapiens] 


Seq. No. 


311633 


Seq. ID 


wen700335110.hl 


Method 


BLASTX 



44459 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g445615 
274 

1.0e-24 

59 
90 

ribosomal protein L27 [Pisum sativum] 
311634 

wen700335147.hl 

BLASTX 

gl27170 

196 

2.0e-15 

42 

90 

MYOSIN REGULATORY LIGHT CHAIN 2 -A, SMOOTH MUSCLE ISOFORM 
{MYOSIN RLC-A) >gi_112008_pir A37100 myosin regulatory 

light chain A, smooth muscle - rat >gi_57087_emb_CAA29080_ 
(X05566) RCL (AA 1-172) [Rattus norvegicus] 

311635 

wen700335188.hl 

BLASTN 

g3687201 

155 

6.0e-82 

270 

90 

Homo sapiens Xp22 bins 16-17 BAC GSHB-531I17 (Genome 
Systems Human BAC Library) complete sequence [Homo sapiens] 

311636 

wen700335234.hl 

BLASTX 

g2492518 

223 

1.0e-18 

49 

92 

26S PROTEASE REGULATORY SUBUNIT 7 (MSS1 PROTEIN) 
>gi_1395179_dbj_BAA09339_ (D50694) proteasomal ATPase 
(MSS1) [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



311637 

wen700335254.hl 

BLASTN 

g309514 

110 

3.0e-55 

206 

88 

Mouse cysteine proteinase inhibitor 
311638 

wen700335261.hl 

BLASTX 

g400396 



(MS3) mRNA sequence 



44460 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



156 

7.0e-ll 

40 

72 

NADH- UBIQUINONE OXIDOREDUCTASE B17 SUBUNIT (COMPLEX I-B17) 

(CI-B17) >gi__346537_pir S28246 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) chain CI-B17 - bovine 

(X63212) NADH dehydrogenase [Bos 





>gi_2 4 2_emb_CAA4 4 8 97_ 
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Match 1 prtn"hh 


56 


% identity 


89 


NCBI Description 


(M2488 9) glutathione S 


Seq. No. 


311640 


Seq. ID 


wen700335368.hl 


Method 


BLASTN 


NCBI GI 


gl657762 


BLAST score 


82 


E value 


2.0e-38 


Match length 


293 


% identity 


44 


NCBI Description 


Zea mays retrotranspos* 




site DNA sequence 



5 f LTR and primer binding 



Seq. No. 


311641 


Seq. ID 


wen700335463.hl 


Method 


BLASTX 


NCBI GI 


g3618320 


BLAST score 


212 


E value 


3.0e-17 


Match length 


76 


% identity 


62 


NCBI Description 


(AB001888) zinc finger protein [Oryza 


Seq. No. 


311642 


Seq. ID 


wen700335576.hl 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


214 


E value 


2.0e-17 


Match length 


87 


% identity 


47 


NCBI Description 


(AC006232) putative lipase [Arabidops; 


Seq. No. 


311643 


Seq. ID 


wen700335586.hl 


Method 


BLASTX 


NCBI GI 


g4006829 


BLAST score 


289 


E value 


2.0e-26 



44461 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 
92 

(AC005970) 



putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI . 



311644 

wen700335594.hl 

BLASTX 

g2494111 

157 

5.0e-ll 

36 
78 

(AC002376) Contains similarity to Glycine protein kinase 6 
(gb_M67449) . [Arabidopsis thaliana] 

311645 

wen700335601.hl 

BLASTN 

g4034056 

78 

2.0e-36 

98 

95 

Human DNA sequence from clone 108K11 on chromosome 6p21 
Contains SRP20 (SR protein family member), Ndr protein 
kinase gene similar to yeast suppressor protein SRP40, EST 
and GSS, complete sequence [Homo sapiens] 

311646 

wen700335613.hl 

BLASTX 

gl352830 

376 

2.0e-36 

77 

97 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_1049253 (U36436) vacuolar ATPase 69 kDa 
subunit [Zea mays] 

311647 

wen700335644.hl 

BLASTX 

gl35417 

289 

3.0e-26 

51 

100 

TUBULIN ALPHA- 3 CHAIN >gi_10094 6_pir JN0105 tubulin 

alpha- 3 chain - maize >gi_22150_emb_CAA44861_ (X6317 6) 
Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 
tubulin [Zea mays] 

311648 

wen700335662.hl 
BLASTX ^ 
g4455350 



44462 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

-Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221 

2.0e-18 

60 

67 

(AL035524) putative protein [Arabidopsis thaliana] 
311649 

wen700335679.hl 

BLASTX 

g3927830 

268 

8.0e-24 

93 

60 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
311650 

wen700335728.hl 

BLASTX 

g4503453 

236 

2.0e-20 

53 

89 

endothelial differentiation-related factor 1 
>gi_3043445_emb_CAA06446_ (AJ005259) homologous to Bombyx 
mori multiprotein bridging factor (EMBL: AB001078) [Homo 
sapiens] 

311651 

wen700335754.hl 

BLASTX 

g4506013 

300 

5.0e-35 

97 

89 

protein phosphatase 1, regulatory subunit 7 

>gi_2136139_j>ir S68209 sds22 protein homolog - human 

>gi_1085028_emb_CAA90626_ (Z50749) yeast sds22 homolog 
[Homo sapiens] >gi_4 6330 67_gb_AAD2 661 1 . 1__ (AF067136) 
protein phosphatase-1 regulatory subunit 7 alphal [Homo 

sapiens] >gi_1585165_prf 2124310A sds22 gene [Homo 

sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311652 

wen700335838.hl 

BLASTN 

g2133879 

105 

3.0e-52 

212 

88 

Genomic sequence from Mouse 9, complete sequence [Mus 
musculus] 



Seq. No. 



311653 



44463 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wen700335862.hl 

BLASTN 

gll01883 

104 

7.0e-52 

116 

97 

Rattus norvegicus. muscle Y-box protein YB2 mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311654 

wen700335869.hl 

BLASTN 

g3769548 

86 

6.0e-41 

181 
88 

Mus musculus ubiquitin-conjugating enzyme HR6A mRNA, 
complete cds 



Seq. No. 


"31 1 fee 


beq. ID 


wen /UUiJoooo.nl 


Method 


BLASTX 


NCBI GI 


gl354510 


BLAST score 


153 


E value 


1.0e-10 


Match length 


56 


% identity 


54 


NCBI Description 


(U55205) HAL2-li! 


Seq. No. 


311656 


Seq. ID 


wen700335889.hl 


Method 


BLASTX 


NCBI GI 


g4336325 


BLAST score 


187 


E value 


1.0e-14 


Match length 


36 


% identity 


92 


NCBI Description 


(AF081282) small 


Seq. No. 


311657 


Seq. ID 


wen700336042.hl 


Method 


BLASTX 


NCBI GI 


g55675 


BLAST score 


141 


E value 


3.0e-09 


Match length 


25 


% identity 


100 


NCBI Description 


(V01224) reading 


Seq. No. 


311658 


Seq. ID 


wen700336074.hl 


Method 


BLASTN 


NCBI GI 


g4506386 


BLAST score 


97 


E value 


2.0e-47 



1 [Homo sapiens] 



44464 



0 



Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



205 
87 

Homo sapiens RAD23 (S. cerevisiae) homolog B (RAD23B) mRNA 
>gi_4 98147_dbj_D21090_HUMHHR23B Human mRNA for XP-C repair 
complementing protein (p58/HHR23B) , complete cds 

311659 

wen700336077.hl 

BLASTX 

g2880042 

142 

4.0e-09 

57 

54 

(AC002340) putative 3-hydroxyisobutyryl- coenzyme A 
hydrolase [Arabidopsis thaliana] 

311660 

wen700336084.hl 

BLASTX 

gl730519 

481 

9.0e-49 

98 
95 

PHOSPHOGLYCERATE KINASE >gi_2117894_pir 148074 

phosphoglycerate kinase - Chinese hamster 
>gi_987048_emb_CAA86028_ (Z37974) phosphoglycerate kinase 
[Cricetulus griseus] 

311661 

wen700336123.hl 

BLASTX 

g312179 

305 

3.0e-28 

64 

91 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

311662 

wen700336140.hl 

BLASTN 

g34342 

102 

1.0e-50 

142 

93 

Human mRNA for beta-galactoside-binding lectin 
311663 

wen700336151.hl 
BLASTN 



44465 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g3413891 
84 

1.0e-39 

164 

87 

Homo sapiens mRNA for KIAA04 65 protein, partial cds 
311664 

wen700336152.hl 

BLASTN 

g56669 

165 

7.0e-88 

257 

92 

Rat mRNA for ventricular myosin light chain 
311665 

wen700336170.hl 

BLASTX 

gl083700 

270 

4.0e-24 

57 

91 

insulin-stimulated phosphoprotein PHAS-I - rat >gi_4 68024 
(U05014) PHAS-I [Rattus norvegicus] 

311666 

wen700336235.hl 

BLASTN 

g3483442 

96 

4.0e-47 

116 

96 

Homo sapiens full length insert cDNA clone YZ88E05 
311667 

wen700336238.hl 

BLASTX 

g4502163 

203 

2.0e-16 

37 
97 

apolipoprotein D >gi_114034_sp__P05090_APD_HUMAN 

APOLIPOPROTEIN D PRECURSOR >gi_72088_pir LPHUD 

apolipoprotein D precursor - human >gi_178841 (J02611) 
apolipoprotein D precursor [Homo sapiens] >gi_178847 
(M16696) apolipoprotein D precursor [Homo sapiens] 

311668 

wen700336343.hl 

BLASTX 

gl518540 

361 



44466 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



1.0e-34 

79 

90 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
311669 

wen700336346.hl 

BLASTX 

g548770 

307 

1.0e-28 

64 

88 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

311670 

wen700336375.hl 

BLASTX 

g4507523 

183 

4.0e-14 

38 

92 

transducin-like enhancer of split 2, homolog of Drosophila 
E(spl) >gi__464897_sp_Q04725_TLE2_HUMAN TRANSDUCIN-LIKE 

ENHANCER PROTEIN 2 (ESG2) >gi_10828 65_pir C56695 

transducin-like enhancer-of-split homolog TLE-2 - human 
>gi_307512 (M99436) transducin-like enhancer protein [Homo 
sapiens] 

311671 

wen700336381.hl 

BLASTN 

g35631 

93 

2.0e-45 

113 

96 

Human PRAD1 mRNA for cyclin 
311672 

wen700336390.hl 

BLASTN 

g4455409 

100 

2.0e-49 

165 

89 

Human DNA sequence from clone 104 9G16 on chromosome 
20ql2-13.2 Contains gene similar to 

GLUCOSAMINE- 6-SULFATASE, a nuclear receptor coactivator 
gene, ESTs, STSs, GSSs, complete sequence [Homo sapiens] 

311673 

wen700336394.hl 



44467 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2160694 

288 

2.0e-26 

71 

75 

(U73528) B f regulatory subunit of PP2A [Arabidopsis 
thaliana] 

311674 

wen700336416.hl 

BLASTN 

g2648017 

176 

1.0e-94 

187 

99 

Human DNA sequence from cosmid F0811 on chromosome 6. 
Contains Daxx, BING1, Tapasin, RGL2, KE2, BING4 , BING5, 
ESTs and CpG islands 

311675 

wen700336417.hl 

BLASTX 

g4519623 

365 

4.0e-39 

96 

86 

(AB017616) homologous to the yeast YGR163 gene [Mus 
mus cuius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scoi^e 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311676 

wen700336449.hl 

BLASTN 

g3319676 

231 

1.0e-127 

298 

52 

Human DNA sequence from clone 323P24 on chromosome 
Xpll. 21-11. 23 Contains SPIN (spindlin homolog (PROTEIN 
DXF34 ) , hypothetical protein EST, STS, GSS, complete 
sequence [Homo sapiens] 



311677 

wen700336508.hl 

BLASTX 

gl519249 

193 

4.0e-15 

56 

70 

(U65956) GF14-b 



protein [Oryza sativa] 



Seq. No. 
Seq. ID 



311678 

wen700336529_.hl 



44468 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3288442 

236 

1.0e-130 

273 
96 

Homo sapiens DNA sequence from clone 511B24 on chromosome 
20qll.2-12. Contains the TOPI gene for Topoisomerase I, the 
PLCG1 gene for l-Phosphatidylinositol-4 , 5-Bisphosphate 
Phosphodiesterase Gamma 1 (EC 3.1.4.11, PLC-Ga 



311679 

wen700336554.hl 

BLASTN 

g3851208 

64 

4.0e-28 

80 

95 

Homo sapiens chromosome 
sequence [Homo sapiens] 



4 clone B366024 map 4q25, complete 



311680 

wen700336633.hl 

BLASTX 

gl345588 

307 

1.0e-31 

80 
97 

14-3-3-LIKE PROTEIN GF14-12 >gi_998432_bbs_164524 
GF14-12=GRF2 product/14-3-3 protein homolog [Zea mays, 
XL80, Peptide, 261 aa] 

311681 

wen700336683.hl 

BLASTX 

g2358275 

424 

4.0e-42 

91 

92 

(AF004368) UDP-glucose pyrophosphorylase [Cricetulus 
griseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID _ 



311682 

wen700336762.hl 

BLASTN 

g22292 

78 

4.0e-36 

191 

90 

Z.mays mRNA for glycine-rich protein 
311683 

wen700336772.hl 



44469 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll3621 

476 

3.0e-48 

93 

100 

FRUCTOSE-B IS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624__prf 1307278A 

cytoplasmic aldolase [Zea mays] 



311684 

wen700336787.hl 

BLASTN 

gl006784 

116 

1.0e-58 

140 

96 

Rattus norvegicus B/K protein mRNA, 



complete cds 



311685 

wen700336793.hl 

BLASTN 

g32708 

173 

1.0e-92 

240 
94 

H. sapiens mRNA for IFP53 
311686 

wen700336915.hl 

BLASTX 

gl351974 

301 

I. 0e-27 
61 

100 

ADP-RIBOSYLATION FACTOR >gi_1076788_pir S49325 

ADP-ribosylation factor - maize >gi_107 678 9_pir S53486 

ADP-ribosylation factor - maize >gi_556686_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 

311687 

wen700336986.hl 

BLASTX 

g3319212 

251 

8.0e-22 

67 

69 

(U84140) self-pruning protein [Lycopersicon esculentum] 



Seq. No. 



311688 



44470 




Spa TO 




Method 


BLASTX 


NCBI GI 


g2983819 


BLAST score 


189 
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RT.ASTX 


NCBI GI 


g2293566 


BLAST score 


366 
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NCBI GI 


g3702327 


BLAST score 


204 
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(AC005397) unknown protein [Arabidopsis thaliana] 


beg. wo. 


oil oyi 


OCV^. if 


wxy / uuioz oZj . ni 


1 J" L.11UL1 


JDltriD 1 A 


NCBI GI 


g4455171 


BLAST score 


152 
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NCBI GI 


g3935170 


BLAST score 


254 


E value 


9 flo — 99 
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Mpt hnd 


RT.ASTM 


NCBI GI 


g4105718 


BLAST score 


124 


E value 


2.0e-63 


Match length 


164 


% identity 


94 



44471 



NCBI Description Zea mays cell wall invertase Incw2 gone, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



311694 

wty700162754.hl 

BLASTX 

g4588906 

155 

1.0e-10 

36 

83 

(AF118149) ribosomal protein S7 



[Secale cereale] 



311695 

wty700162769.hl 

BLASTX 

gl!3621 

403 

8.0e-40 

79 

100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_2 9585 0_emb_CAA31 3 66_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

311696 

wty700162819.hl 

BLASTX 

gl351856 

275 

2.0e-30 

78 

67 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_8 68 003_dbj_BAA0 61 08_ (D29629) aconitase 
[Cucurbita sp.] 

311697 

wty700162820.hl 

BLASTX 

g4455350 

150 

1.0e-10 

59 

63 

(A1035524) putative protein [Arabidopsis thaliana] 
311698 

wty700162852.hl 

BLASTX 

g2674203 

173 

7.0e-13 

62 

48 



44472 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 

311699 

wty700162917.hl 
BLASTX 
g629602 
- 173 
8.0e-13 
51 
61 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

311700 

wty700162937.hl 

BLASTN 

g2062705 

35 

2.0e-10 

35 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
311701 

wty700163007.hl 

BLASTX 

g4467115 

157 

5.0e-ll 

54 

65 

(AL035538) putative protein [Arabidopsis thaliana] 
311702 

wty700163012.hl 

BLASTX 

g3953477 

151 

4.0e-10 

80 

40 

(AC002328) F2202.22 [Arabidopsis thaliana] 



311703 

wty700163016.hl 

BLASTX 

gl495366 

288 

4.0e-26 

93 

63 

(269370) nitrite transporter 



[Cucumis sativus] 



311704 

wty700163111.hl 



44473 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2665839 

53 

2.0e-21 

97 

98 

Zea mays putative histone deacetylase RPD3 mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311705 

wty700163118.hl 

BLASTX 

gl213536 

190 

8.0e-15 

71 
54 

(U50193) the above GenBank entry begins at aa 120 
[Caenorhabditis elegans] 



Seq. No. 


311706 


Seq. ID 


wty700163129.hl 


Method 


BLASTX 


NCBI GI 


g2098575 


BLAST score 


190 


E valtae 


6.0e-15 


Match length 


45 


% identity 


76 


NCBI Description 


(AC002115) F25451_2 


Seq. No. 


311707 


Seq. ID 


wty700163147.hl 


Method 


BLASTN 


NCBI GI 


gl906603 


BLAST score 


44 


E value 


4.0e-16 


Match length 


68 


% identity 


91 


NCBI Description 


Zea mays ACCase gene 



[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

311708 

wty700163232.hl 

BLASTX 

g2827631 

190 

9.0e-15 

53 

64 

(AL021636) putative protein [Arabidopsis thaliana] 
311709 

wty700163258.hl 

BLASTN 

g2331140 

44 



44474 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID ^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-16 

88 

88 

Oryza sativa water-stress inducible protein 
complete cds 



311710 

wty700l63260.nl 

BLASTN 

g2062705 

36 

5.0e-ll 

36 
100 

Human butyrophilin 



(WSI) mRNA, 



(BTF5) mRNA, complete cds 



311711 

wty700163301.hl 

BLASTN 

g2286152 

127 

3.0e-65 

156 

94 

Zea mays cytoplasmic malate dehydrogenase mRNA, complete 
,cds 

311712 

wty700163326.hl 

BLASTN 

g2062705 

36 

6.0e-ll 

36 
100 

Human butyrophilin (BTF5) mRNA, complete cds 
311713 

wty700163364.hl 

BLASTX 

g2894598 

196 

2.0e-15 

62 

61 

(AL021889) putative protein [Arabidopsis thaliana] 
311714 

wty700163477.hl 

BLASTX 

g3004565 

166 

4.0e-12 

45 

67 

(AC003673) putative protein kinase [Arabidopsis thaliana] 



44475 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311715 

wty700163543.hl 

BLASTX 

g3415115 

221 

2.0e-18 

58 

66 

(AF081202) villin 



2 [Arabidopsis thaliana] 



311716 

wty700163562.hl 

BLASTX 

g3885882 

145 

3.0e-17 

51 
96 

(AF093629) inorganic pyrophosphatase 



[Oryza sativa] 



Seq. No. 
Seq. ID 



311717 

wty700163566.hl 

BLASTX 

g4106515 

256 

2.0e-22 

84 

57 

(AF092743) CAK associated cyclinH homolog [Populus tremula 
x Populus tremuloides] 

311718 

wty700163655.hl 

BLASTX 

gl20670 

437 

1.0e-43 

83 
100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_j>ir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853__emb_CAA33620_ (X15596) GAPDH [Zea mays] 

311719 

wty700163663.hl 

BLASTX 

g3128224 

190 

9.0e-15 

79 

48 

(AC004077) putative protein serine/threonine kinase 
[Arabidopsis thaliana] 

311720 

wty7001636?5.hl 



44476 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



BLASTX 

g2130121 

402 

7.0e-40 

79 

100 

cyclin II 
mays] 



maize >gi_516550 (U10077) cyclin HZm [Zea 



311721 

wty700163704.hl 

BLASTN 

gl667388 

57 

2.0e-23 

65 

98 

Z.mays gene encoding 3-hydroxy-3-methylglutaryl-CoA 
reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311722 

wty700163773.hl 

BLASTX 

g3850585 

153 

1.0e-10 

74 

46 

(AC005278) ESTs gb_H36966, gb_R6551l/ gb_T42324 and 
gb_T20569 come from this gene. [Arabidopsis thaliana] 

311723 

wty700163806.hl 

BLASTX 

g4115913 

242 

7.0e-21 

81 

54 

(AF1 18222) contains similarity to Iron/Ascorbate family 
oxidoreductases (Pfam: PF00671, Score=307.1, E^2.2e-88, 
N«l) [Arabidopsis thaliana] >gi_4539409_emb_CAB40042 . 1_ 
(AL049524) putative flavanone 3-beta-hydroxylase 
[Arabidopsis thaliana] 

311724 

wty700163813.hl 

BLASTN 

g563926 

149 

2.0e-78 

197 

95 

Zea mays xyloglucan endo-transglycosylase homolog mRNA, 
complete cds 



Seq. No. 



311725 



44477 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wty700163822.hl 

BLASTX 

gl001478 

186 

2.0e-14 

76 

49 

(D63999) 



hypothetical protein [ Syne chocks t is sp.] 



311726 

wty700163835.hl 

BLASTX 

gl839188 

159 

4.0e-ll 

37 

81 

(U86081) root hair defective 



3 [Arabidopsis thaliana] 



311727 

wty700163847.hl 

BLASTX 

g4008006 

161 

2.0e-ll 

52 
60 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



311728 

wty700163873.hl 

BLASTX 

g2058284 

163 

1.0e-ll 

60 

52 

(X97378) atranbplb 



[Arabidopsis thaliana] 



311729 

wty700163910.hl 

BLASTN 

g3821780 

36 

5.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
311730 

wty700163914.hl ' 

BLASTN 

g3821780 

36 

6.0e-ll 
48 



44478 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

Xenopus laevis cDNA clone 27A6-1 
311731 

wty700163918.hl 

BLASTX 

g4467134 

252 

4.0e-22 

66 

71 

(AL035540) protein kinase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



311732 

wty700163922.hl 

BLASTX 

gl519251 

233 

5.0e-20 

49 

98 

(U65957) GF14-C protein [Oryza sativa] 
311733 

wty700163970.hl 

BLASTN 

g3821780 

34 

8.0e-10 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
311734 

wty700163975.hl 

BLASTX 

g3335366 

153 

2.0e-10 

46 

59 

(AC003028) unknown protein [Arabidopsis thaliana] 



311735 

wty700163993.hl 

BLASTX 

g4588906 

217 

4.0e-18 

44 

95 

(AF118149) ribosomal protein S7 



[Secale cereale] 



311736 

wty700164057.hl 
BLASTN 



44479 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3821780 
36 

5.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
311737 

wty700164059.hl 

BLASTX 

g4263710 

237 

2.0e-20 

62 

77 

(AC006223) putative pur-alpha transcriptional activator 
protein [Arabidopsis thaliana] 

311738 

wty700164115.hl 

BLASTX 

g3980410 

148 

6.0e-10 

45 
58 

(AC004561) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

311739 

wty700164138.hl 

BLASTX 

gl345719 

228 

2.0e-19 

49 

92 

CALCIUM- DEPENDENT PROTEIN KINASE 2 (CDPK 2) >gi__88€821 
(U28376) calcium-dependent protein kinase [Zea mays] 

311740 

wty700164162.hl 

BLASTX 

g4490310 

159 

2.0e-ll 

37 

84 

(AL035678) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 

311741 

wty700164211.hl 

BLASTN 

g3550435 

33 

4.0e-09 



44480 



Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 
95 

Hordeum vulgare Hotrl gene 
311742 

wty700164220.hl 

BLASTX 

g4587556 

162 

2.0e-ll 

46 

70 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 

311743 

wty700164227.hl 

BLASTX 

g232033 

265 

1.0e-23 

58 

88 

ELONGATION FACTOR 1 BETA 1 >gi_479830_pir S35501 

translation elongation factor eEF-1 beta 1 chain - wheat 
>gi_218341_dbj_BAA02436_ (D13147) elongation factor 1 beta 1 
[Triticum aestivum] 



Seq. No. 


311744 


Seq. ID 


wty700164269.hl 


Method 


BLASTX 


NCBI GI 


g3927830 


BLAST score 


143 


E value 


2.0e-09 


Match length 


62 


% identity 


52 


NCBI Description 


(AC005727) hypothetical pro- 


Seq. No. 


311745 


Seq. ID 


wty700164317.hl 


Method 


BLASTN 


NCBI GI 


g459267 


BLAST score 


111 


E value 


7.0e-56 


Match length 


151 


% identity 


94 


NCBI Description 


Z.mays gene for HMG protein 


Seq. No. 


311746 


Seq. ID 


wty700164347.hl 


Method 


BLASTX 


NCBI GI 


gl22007 


BLAST score 


172 


E value 


1.0e-12 


Match length 


36 



44481 



% identity 94 

NCBI Description HI STONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 
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NCBI Description 


(AF023611) Dimlp homolog [Homo sapiens] 
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NCBI Description' 


(AJ011013) hypothetical protein [Cicer arietinum] 


beq. wo . 
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Seq. No. 


311750 
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Seq. No. 


311751 


Seq. ID 


wty700164457.hl 


Method 


BLASTX 


NCBI GI 


g3068713 


BLAST score 


161 


E value 


2.0e-ll 


Match length 


60 


% identity 


55 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 311752 



44482 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



wty700164485.hl 

BLASTX 

g3850573 

174 

5.0e-13 

62 
47 

(AC005278) Similar to gi_1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462 / gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 

311753 

wty700164561.hl 

BLASTN 

g3821780 

36 

6.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
311754 

wty700164589.hl 

BLASTX 

g541920 

288 

2.0e-26 

60 

88 

Acetoacyl-CoA-thiolase - radish 
311755 

wty700164668.hl 

BLASTX 

gl!73257 

188 

1.0e-14 

40 
88 

40S RIBOSOMAL PROTEIN S4 >gi_1076674_pir S47642 ribosomal 

protein S4 - potato >gi_457803_emb_CAA54095_ (X76651) 
ribosomal protein S4 [Solanum tuberosum] 

311756 

wty700164673.hl 

BLASTX 

g2827699 

162 

2.0e-ll 

39 

72 

(AL021684) predicted protein 
311757 

wty700164686.hl 
BLASTN 



[Arabidopsis thaliana] 



44483 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3821780 
37 

1.0e-ll 

37 
100 

Xenopus laevis cDNA clone 27A6-1 
311758 

wty700164760.hl 

BLASTX 

gl076641 

157 

4.0e-ll 

32 
94 

tau-protein kinase (EC 2.7.1.135) homolog - common tobacco 
>gi_456356_emb_CAA54803__ {X77763) shaggy like protein 

kinase [Nicotiana tabacum] >gi_1094395_prf 2106142A 

Ser/Thr protein kinase [Nicotiana tabacum] 

311759 

wty700164825.hl 

BLASTX 

g3776029 

292 

9.0e-27 

82 

67 

(AJ010476) RNA helicase [Arabidopsis thaliana] 
311760 

wty700164866.hl 

BLASTN 

g2062705 

35 

2.0e-10 

35 
100 

Human butyrophilin (BTF5) mRNA, complete cds 
311761 

wty700164920.hl 

BLASTX 

g4585972 

143 

2.0e-09 

47 

62 

(AC005287) Putative ATPase [Arabidopsis thaliana] 
311762 

wty700164934.hl 

BLASTX 

gl362091 

194 

2.0e-15 

41 



44484 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

cellulase {EC 3.2.1.4) precursor - tomato >gi_924622 
(U20590) endo-1, 4-beta-glucanase precursor [Solanum 
lycopersicum] 

311763 

wty700164974.hl 

BLASTX 

g3004950 

195 

2.0e-15 

47 
83 

(AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays] 
311764 

wty700164982.hl 

BLASTX 

g2160175 

300 

9.0e-28 

72 

76 

(AC000132) 
proteinase 



Strong similarity to Dianthus cysteine 
(gb_U17135) . [Arabidopsis thaliana] 



311765 

wty700165039.hl 

BLASTX 

g4249382 

233 

9.0e-20 

86 
52 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

311766 

wty700165104.hl 

BLASTX 

g2654870 

189 

8.0e-15 

41 
88 

(AF015302) RbohAOsp [Oryza sativa] 
311767 

wty700165253.hl 

BLASTX 

gl895084 

395 

9.0e-39 

84 

86 

(U89897) golgi associated protein se-wap41 [Zea mays] 



44485 



otsq. • 


311768 




wtv700165263 hi 


Method 


BLASTX 


NCBI GI 


g!946364 






E Value 
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BLASTX 


NCBI GI 


g2274859 


BLAST score 


271 


E value 


2.0e-24 


Match length 


73 


% identity 


68 


NCBI Description 


(AJ000016) Cksl 



>gi_45 1042 0_gb_AAD2 1506. 1__ (AC006929) putative 
cyclin-dependent kinase regulatory subunit [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311770 

wty700165387.hl 
■ BLASTX 
gl419758 
184 

3.0e-14 

66 

62 

(X98795) geranylgeranyl pyrophosphate synthase [Sinapis 
alba] 



Seq, No. 


311771 


Seq. ID 


wty700165408.hl 


Method 


BLASTX 


NCBI GI 


g3063701 


BLAST score 


265 


E value 


9.0e-24 


Match length 


58 


% identity 


81 


NCBI Description 


(AL022537) putative 


Seq. No. 


311772 


Seq. ID 


wty700165464.hl 


Method 


BLASTX 


NCBI GI 


g2827497 


BLAST score 


200 


E value 


6.0e-16 


Match length 


51 


% identity 


75 


NCBI Description 


(AL009195) EG:30B8.: 


Seq. No. 


311773 


Seq. ID 


wty700165481.hl 



2 [Drosophila melanogaster] 



44486 



Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3047109 

218 

4.0e-18 

75 

60 

(AF058919) No definition line found [Arabidopsis thaliana] 
311774 

wty700165505.hl 

BLASTX 

g3023751 

249 

7.0e-22 

60 

75 

70 KD PEPT I DYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi_854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311775 

wty700165551.hl 

BLASTX 

gl524383 

296 

3.0e-27 

78 

79 

(X63374) 3-phosphoshikimate 1-carboxyvinyltransf erase 
mays] 



[Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311776 

wty700165570.hl 

BLASTX 

g2499803 

166 

5.0e-12 

53 

60 

PROTEIN ARGININE N-METHYLTRANSFERASE 1 (INTERFERON RECEPTOR 
1-BOUND PROTEIN 4) >gi_1808646_emb__CAA717 64_ (Y10806) 
arginine methyltransf erase [Homo sapiens] 

311777 

wty700165603.hl 

BLASTX 

g2500497 

224 

6.0e-19 

43 

100 

40S RIBOSOMAL PROTEIN S21 >gi_1419372_emb_CAA67225_ 
(X98656) ribosomal protein S21 [Zea mays] 



Seq. No. 



311778 



44487 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wty700165616.hl 

BLASTX 

gll73327 

343 

6.0e-33 

69 

96 

U2 SMALL NUCLEAR RIBONUCLEOPROTEIN A' (U2 SNRNP-A T ) 

>gi_322619_pir S30580 U2 snRNP protein A' - Arabidopsis 

thaliana >gi_17669_emb_CAA48890_ (X69137) U2 small nuclear 
ribonucleoprotein A f [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311779 

wty700165624.hl 

BLASTX 

g2245066 

235 

3.0e-20 

50 

82 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311780 

wty700165712.hl 

BLASTX 

g2244865 

175 

3.0e-13 

58 

64 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311781 

wty700165751.hl 

BLASTX 

gll70434 

308 

8.0e-29 

60 

100 

HOMEOBOX PROTEIN HOX1A >gi_283057_pir S25237 

protein Hoxla - maize >gi_22331_emb_CAA47859_ 
Zmhoxla homeobox protein [Zea mays] 



homeotic 
(X67561) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311782 

wty700165761.hl 

BLASTN 

g609289 

125 

4.0e-64 

173 

93 

Z.mays cultivar (LG11) 
activator protein 



ROA mRNA for replication origin 



Seq. No. 
Seq. ID 



311783 

wty700165809.hl 



44488 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. Jslo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g4105772 

153 

2.0e-10 

38 
71 

(AF049917) 



PGP9B [Petunia x hybrida] 



311784 

wty700165810.hl 

BLASTX 

g2246625 

197 

1.0e-15 

82 
61 

(AF004 947) protein kinase [Oryza sativa] 



311785 

wty700165819.hl 

BLASTN 

gl060934 

111 

4.0e-56 

123 
98 

Maize inRNA for mLIPIS 



(DNA-binding factor) , complete cds 



311786 

wty700165829.hl 

BLASTN 

g3821780 

36 

5.0e-ll 

36 
100 

Xenopus laevis. cDNA clone 27A6-1 
311787 

wty700165908.hl 

BLASTX 

g4218007 

141 

3.0e-09 

71 

42 

(AC006135) putative membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

311788 

wty700165915.hl 

BLASTX 

g2499946 

226 

3.0e-19 

48 

90 



44489 




NCBI Description URIDINE 5 f -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) {OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 1 -PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311789 

wty700165931.hl 

BLASTN 

§1420923 

48 

3.0e-18 

76 

91 

Zea mays repressor-like protein 



(inl) gene, complete cds 



311790 

wty700165947.hl 

BLASTX 

g3047123 

295 

3.0e-27 

65 

80 

(AF058919) similar to the family of glycosyl hydrolases 
[Arabidopsis thaliana] 

311791 

wty700165963.hl 

BLASTX 

g82696 

227 

5.0e-19 

59 

78 

glycine-rich protein - maize >gi_22293_emb__CAA43431_ 
(&61121) glycine-rich, protein [Zea mays] 

311792' 

wty7001660'04.hl 

BLASTX 

g2129578 

359 

1.0e-34 

74 
89 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA89205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435__prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



311793 

wty700166021.hl 

BLASTX 

g464367 

176 

3.0e-13 



44490 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



75 
44 

POLYGALACTURONASE INHIBITOR PRECURSOR 
( POLYGALACTURONASE- INHIBITING PROTEIN) 

>gi_543660jpir JQ2262 Polygalacturonase inhibitor 

precursor - Pyrus communis >gi_169684 (L09264) 
polygalacturonase inhibitor [Pyrus communis] 



311794 

wty700166028.hl 

BLASTN 

g3452291 

129 

2.0e-66 

221 

90 

Zea mays retrotransposon Huck-2 



3 T LTR, partial sequence 



311795 

wty700166038.hl 

BLASTN 

g3821780 

37 

1.0e-ll 

49 

67 

Xenopus laevis cDNA clone 27A6-1 
311796 

wty700166041.hl 

BLASTX 

g4038056 

178 

2.0e-13 
74 

" (AC005897) putative transp'oson [Arabidopsis thaliana] 
311797 

wty700166046.hl 

BLASTX 

g3548802 

265 

1.0e-23 

76 
68 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446__ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

311798 

wty700166055.hl 

BLASTX 

gl076289 

197 

1.0e-15 

56 



44491 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

amino acid permease AAP5 - Arabidopsis thaliana 
>gi_608673_emb_CAA54632_ (X77501) amino acid permease 
[Arabidopsis thaliana] 

311799 

wty700166066.hl 

BLASTN 

gl667388 

119 

8.0e-61 

130 

98 

Z.mays gene encoding 3-hydroxy-3-methylglutaryl-CoA 
reductase 



oeq. jno. 


olloUU 






Method 


DT TIP rpXT 




-.1 Q/l CI Q/t 


bbAbi score 


1U4 


E value 


y . Ue-oz 


TvA -3 4~ /■"< V\ ~\ aw /*i 1' "h 

riaucn xengun 


1 Oil 




inn 


NCBI Description 


Z.mays mRNA for HMGcl protein 


Seq. No. 


311801 


Seq. ID 


wty700166156.hl 


Method 


BLASTX 


NCBI GI 


g2909781 


BLAST score 


257 


E value 


1.0e-22 


Match length 


78 


% identity 


71 


NCBI Description 


(AF020288) MgATP-energized gli 




[Arabidopsis thaliana] 


Seq. No. 


311802 


Seq. ID 


wty700166227.hl 


Method 


BLASTX 


NCBI GI 


g4539351 


BLAST score 


184 


E value 


3.0e-14 


Match length 


73 


% identity 


45 



NCBI Description (AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311803 

wty700166248.hl 

BLASTN 

g2232016 

100 

3.0e-49 

131 

93 

Zea mays viviparous-14 (vp!4) mRNA, complete cds 



44492 



Sea No 


311804 


Seq. ID 


wty700166257.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


F. va 1 n 


5 . Oe-11 


Match, length 


48 




67 


NCBI Description 


Xenopus laevis < 


»J w VJ « V./ • 


JllOU J 


Seq. ID 


wtv700166286 hi 


Method 


BLASTX, 


NCBI GI 


g3123270 


BLAST score 


212 


E value 


, 1.0e-17 


Match length 


40 


% identity 


97 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



4 OS RIBOSOMAL PROTEIN S4 (SCAR PROTEIN SS620) 
>gi_2463335_emb_CAA75242_ (Y15009) ribosomal protein S4 
[Oryza sativa] 

311806 

wty700166304.hl 

BLASTX 

g3 68 8 173 

352 

8.0e-34 

77 

84 

(AL031804) putative protein [Arabidopsis thaliana] 
311807 

wty700166326.hl 

BLASTX 

g4589981 

271 

2.0e-24 

80 

70 

(AC007195) amidophosphoribosyl transferase [Arabidopsis 
thaliana]^ 

311808 

wty700166352.hl 

BLASTX 

g4558665 

283 

1.0e-25 

81 

72 

(AC007063) putative white protein [Arabidopsis thaliana] 
311809 

wty700166376.hl 

BLASTX 

g3236238 



44493 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 

1.0e-10 

30 
93 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

311810 

wty700166383.hl 

BLASTX 

g538607 

187 

2.0e-14 

38 

100 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) 4A - maize 
>gi_1885354 (U34727) superoxide dismutase 4A [Zea mays] 

311811 

wty700166411.hl 

BLASTX 

g3445397 

298 

3.0e-27 

83 

67 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 
311812 

wty700166415.hl 

BLASTX 

gll3682 

151 

3.0e-10 

31 

90 

ALPHA- AMYLASE ISOZYME 3D PRECURSOR (1,4 -ALPHA- D-GLUCAN 

GLUCANOHYDROLASE) >gi_82457_pir S12625 alpha-amylase (EC 

3.2.1.1) 3D - rice >gi_169771 (M59351) alpha-amylase [Oryza 
sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311813 

wty700166432.hl 

BLASTN 

g4140643 

33 

4.0e-09 

61 

89 

Zea mays 
complete 



cosmid II.2E10 22-kDa alpha zein gene cluster, 
sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



311814 

wty700166452.hl 

BLASTX 

g3746060 



44494 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 

5.0e-12 

42 
69 

(AC005311) unknown protein [Arabidopsis thaliana] 



311815 

wty700166461.hl 

BLASTN 

gl800216 

41 

6.0e-14 

134 
90 

Sorghum bicolor phytochrome B 



(PHYB) gene, partial cds 



311816 

wty700166464.hl 

BLASTX 

g2443886 

179 

1.0e-13 

42 
88 

(AC002294) Unknown protein 



[Arabidopsis thaliana} 



311817 

wty700166470.hl 

BLASTX 

g3004565 

274 

1.0e-24 

79 

65 

(AC003673) putative protein kinase 



[Arabidopsis thaliana] 



311818 

wty700166586.hl - - 

BLASTN 

g3859547 

35 

1.0e-10 

71 
87 

Oryza sativa protein phosphatase 2A catalytic subunit 
(Pp2a) gene, complete cds 

311819 

wty700166603.hl 

BLASTX 

g2258336 

212 

2.0e-17 

72 
56 

(AF007261) component involved in Haem biosynthesis 
[Reclinomonas americana] 



44495 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match, length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



311820 

wty700166606.hl 

BLASTN 

g4468791 

96 

4.0e-47 

121 

94 

Zea mays mRNA for 



glutathione transferase III (a) 



311821 

wty700166609.hl 

BLASTN 

g22392 

39 

8.0e-13 

51 

94 

Maize phosphoenolpyruvate carboxylase gene 5 'flanking 
region (EC 4.1.1.31) clone M91 

311822 

wty700166623.hl 

BLASTN 

g3821780 

36 

5.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
311823 

wty700166669.hl 

BLASTN 

gl628481 

191 - 

1.0e-103 

199 

99 



NCBI Description Z.mays dek34 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



311824 

wty700166671.hl 

BLASTX 

gl076809 

301 

6.0e-28 

58 

98 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H ( + ) -transporting ATPase 
[Zea mays] 

311825 

wty700166742.hl 
BLASTX 



44496 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. N,o. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2766450 
154 

1.0e-10 

44 
64 

(AF029857) cytochrome P450 CYP99A1 [Sorghum bicolor] 
311826 

wty700166756.hl 

BLASTX 

g3885882 

402 

1.0e-39 

84 

89 

(AF093629) inorganic pyrophosphatase [Oryza sativa] 
311827 

wty700166814.hl 

BLASTX 

g584825 

187 

2.0e-14 

74 

50 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889__emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311828 

wty700166824.hl 

BLASTX 

g3645985 

314 

2.0e-29 

69 

74 

(AL031581) l-evidence=predicted by content; 
1 -method=gene finder ; 0 8 4 ; 1 -me t hod_s core=2 3 . 3 6 ; 

1- evidence_end; 2-evidence=predicted by match; 

2- match_accession=AA141041; 

2-match_description=CK01110.3prime CK Drosophila 
melanogaster 

311829 

wty700166849.hl 

BLASTX 

gl35398 

270 

3.0e-24 

76 

72 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 



311830 



44497 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ^ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



wty700166873.hl 

BLASTX 

g3218550 

234 

5.0e-20 

77 

52 

(AB009399) Cdk-activating kinase lAt 



311831 

wty700166963.hl 

BLASTX 

g4539676 

148 

4.0e-14 

53 

83 

(AF061282) patatin-like protein 



[Arabidopsis thaliana] 



[Sorghum bicolor] 



311832 

wty700167027.hl 

BLASTN 

g3821780 

36 

5.0e-ll 

36 

100 

Xenopus laevis cDNA 



clone 27A6-1 



311833 

wty700167036.hl 

BLASTX 

g4490325 

199 

6.0e-16 

46 

87 , 

(AL035656) hypothetical protein 



[Arabidopsis thaliana] 



311834 

wty700167056.hl 

BLASTX 

g3335378 

175 

5.0e-13 

36 

89 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 

311835 

wty700167112.hl 

BLASTX 

gl532169 

364 

3.0e-35 
78 



44498 



% identity 

NCBI Description 



* 



86 

(U63815) similar to a E. coli hypothetical protein F402 
encoded by GenBank Accession Number S47768 [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311836 

wty700167129.hl 

BLASTX 

gl781336 

255 

3.0e-22 

70 

70 

(Y10469) peroxidase 



[Spinacia oleracea] 



311837 

wty700167168.hl 

BLASTX 

g4454466 

149 

6.0e-10 

38 
71 

(AC006234) unknown protein [Arabidopsis thaliana] 
311838 

wty700167218.hl 

BLASTX 

g!703129 

198 

8.0e-16 

38 
97 

ACT IN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 



Seq. No. 


311839 


Seq. ID 


wty700167221.hl 


Method 


BLASTX 


NCBI GI 


g3176669 


BLAST score 


168 


E value 


2.0e-12 


Match length 


42 


% identity 


76 


NCBI Description 


(AC004393) End is 


Seq. No. 


311840 


Seq. ID 


wty700167259.hl 


Method 


BLASTX 


NCBI GI 


g!360090 


BLAST score 


189 


E value 


1.0e-14 


Match length 


73 


% identity 


49 


NCBI Description 


(X95576) ClC-Ntl 



[Arabidopsis thaliana] 



[Nicotiana tabacum] 



44499 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311841 

wty700167260.hl 

BLASTX 

gll74745 

279 

3.0e-25 

64 

81 

TRIOSEPHOSPHATE ISOMERASE,. CHLOROPLAST PRECURSOR (TIM) 

>gi_1363523_pir S53761 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - rye 

>gi_609262_emb_CAA83533_ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi_10954 94_prf 2109226B triosephosphate 

isomerase [Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311842 

wty700167266.hl 

BLASTX 

g3193316 

217 

2.0e-24 

76 

78 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311843 

wty700167344.hl 

BLASTX 

gl709000 

205 

1.0e-16 

40 
97 

S - ADENOS YLME T H I ON I NE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbjJBAA09895_ (D63835) > S-adenosylmethionine 
synthetase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311844 

wty7G0167361.hl 

BLASTX 

g2191144 

258 

9.0e-23 

57 
79 

(AF007269) A_IG002N01 . 24 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



311845 

wty700167387.hl 

BLASTX 

g3413500 

163 

1.0e-ll 
74 



44500 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



45' 

(AJ005589) protein tyrosine phosphatase [Pisum sativum] 
311846 

wty700167395.hl 

BLASTX 

g3097271 

251 

4.0e-22 

49 

100 

(AJ005802) ferrochelatase [Solanum tuberosum] 
311847 

wty700167405.hl 

BLASTX 

g!084481 

364 

4.0e-35 

84 

86 

heat shock protein 70 - Maize 



311848 

wty700167407.hl 

BLASTX 

g2055374 

309 

1.0e-28 

62 

92 

(U29095) serine-threonine protein kinase [Triticum 
aestivum] 

311849 

wty700167418.hl 

BLASTX 

g3043430 

157 

6.0e-ll 

73 

45 

(AJ005347) annexin [Cicer arietinum] 
311850 

wty700167451.hl 

BLASTX 

g3540195 

156 

6.0e-ll 

39 

37 

(AC004260) Unknown protein [Arabidopsis thaliana] 
311851 

wty700167464.hl 
BLASTN 



44501 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq,. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3821780 
36 

5-0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
311852 

wty700167480.hl 

BLASTX 

g66009 

353 

8.0e-34 

67 

100 

glyceraldehyde-3-phosphate dehydrogenase 
cytosolic - maize >gi_22238_emb_CAA30151_ 
(AA 1-337) [Zea mays] 



(EC 1.2.1 

(X07156) 



.12) C, 
GADPH 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



311853 

wty700167496.hl 

BLASTX 

gl29591 



BLAST score 


306 


E value 


2.0e-28 


Match length 


63 


% identity 


89 


NCBI Description 


PHENYLALANINE AMMONIA-LYASE >gi_29582< 


(X16099) phenylalanine ammonia -lyase 


Seq. No. 


311854 


Seq. ID 


wty700167505.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


48 


% identity 


67 


NCBI "Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


311855 


Seq. ID 


wty700167508.hl 


Method 


BLASTX 


NCBI GI 


g4567304 


BLAST score 


247 


E value 


1.0e-21 


Match length 


60 


% identity 


73 


NCBI Description 


(AC005956) unknown protein [Arabidops 


Seq. No. 


311856 


Seq. ID 


wty700167512.hl 


Method 


BLASTX 


NCBI GI 


gl699053 


BLAST score 


213 


E value 


1.0e-17 


Match length 


71 



44502 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(U78868) putative aspartate-arginine-rich mRNA binding 
protein [Arabidopsis thaliana] 

311857 

wty700167520.hl 

BLASTX 

g2760839 

184 

3.0e-14 

70 
63 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
311858 

wty700167535.hl 

BLASTN 

g4582786 

77 

2.0e-35 

77 

100 

Zea mays mRNA for adenosine kinase, putative 
311859 

wty700167618.hl 

BLASTX 

g3176707 

170 

2.0e-12 

82 
44 

(AC002392) putative proline-rich protein APG [Arabidopsis 
thaliana] 

311860 

wty700167620.hl & ' 

BLASTX 

g2264369 

150 

4.0e-10 

82 

46 

(AC002354) predicted protein of unknown function 
[Arabidopsis thaliana] 

311861 

wty700167629.hl 

BLASTX 

g3319212 

343 

1.0e-32 

74 

82 

(U84140) self-pruning protein [Lycopersicon esculentum] 



Seq. No. 



311862 



44503 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wty700167655.hl 

BLASTX 

g3549678 

348 

2.0e-33 

73 
84 

(AL031394) putative aspartate— tRNA ligase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%" identity 

NCBI Description 



311863 

wty700167748.hl 

BLASTX 

g3548802 

263 

2.0e-23 

79 

66 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311864 

wty700167767.hl 

BLASTN 

g2655097 

33 

2.0e-09 

41 

95 

Hordeum vulgare peptide transporter 
cds 



(ptrl) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311865 

wty700167768.hl 

BLASTN 

g2944039 

44 

6.0e-16 

64 

92 

Zea mays indeterminate spikelet 1 



(idsl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311866 

wty700167786.hl * 

BLASTN 

g3821780 

36 

4.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



311867 

wty700167807.hl 

BLASTX 

g4138137 



44504 



BLAST score 


280 


III V OLA. U. \^ 


2 . Oe-25 


Matph 1 pncrth 


79 




66 




(AJ0127 96) ss-galactosidase [Lycopersicon esculentum] 




311868 


O C ^ • J- u 


wty700167878 .hi 


Method 


BLASTN 


NCBI GI 


gl617470 


BLAST score 


104 


TT va 1 hp 


1.0e-51 


Match lencxth 


230 




87 


WPRT np^rri nt "i on 


Z . diploperennis DNA for Grandel-4 retrotransposon 


Cjarr "Mo 


311869 




wtv700167883.hl ^ 


Method. 


BLASTX 


NCBI GI 


gl084481 


BLAST score 


259 


tra 1 no 

Hi v CtX U.CJ 


6 Oe-23 


Matnh lencrth. 


62 


"i Hani — ) +*\r 
t) lUcIll — L L.y 




NPRT Dp^rrinfion 

ti \_/ 3—J _l_ 1— ' ^ O JL -1- OXwli 


heat shock protein 70 - Maize 


oeq • ino • 


1 pnn 

JllO i u 




wtv700167886 hi 


Lit; L-IlvJLl 


RT.A^TX 




y jjd / j^. j 


BLAST score 


234 


E value 


5.0e-20 


Lid L. Oil XCiiy 


75 


3; -1 Hotrh "i i~ v 


55 




(Amfi4^9^M E^Tq ab AA728658 and ah N95943 come from thi; 




gene . [Arabidopsis thaliana] 


Oclj. 1M vj . 


311871 


JCU • J. J_/ 


wtv700167912.hl 




RT.ASTX 


NCBI GI 


g2505870 


BLAST score 


238 


Sit Vdllic 




Mstph 1 print h 

1 1Q l_ Oil _1_ ~1 l_ H 


63 


^ laentiuy 




TsFPRT np^rri r>f"i nn 


(Y122271 hvoothetical orotein TArabidoosis thaliana] 


OcCJ. LNO. 


^1 1 R7? 


Sea ID 


wty700167927 .hi 


Method 


BLASTX 


NCBI GI 


g2809385 


BLAST score 


326 


E value 


9.0e-31 


Match length 


78 



% identity 85 

NCBI Description (AF024634) NADPH cytochrome P450 reductase [Petroselinum 
crispum] 



44505 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311873 

wty700167939.hl 

BLASTX 

g3152587 

318 

6.0e-30 

63 
84 

(AC002986) Similar to CREB-binding protein homolog 
gb__U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311874 

wty700168044.hl 

BLASTX 

gll49569 

198 

6.0e-16 

56 
66 

(Z50851) HD-zip [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311875 

wty700168109.hl J 

BLASTX 

g2979542 

344 

1.0e-32 

80 
78 

(AC003680) putative Ser/Thr kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311876 

wty700168115.hl 

BLASTX 

g3386613 

323 

2.0e-30 

73 

86 

(AC004665) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311877 

wty700168215.hl 

BLASTX 

gl703199 

228 

3.0e-19 

84 

54 

PROTEIN KINASE AFC1 >gi_601787 (U16176) protein kinase 
[Arabidopsis thaliana] 



Seq. No. 



311878 



44506 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wty700168310.hl 

BLASTX 

g4309734 

320 

6.0e-30 

71 

89 

(AC006439) putative 26S proteosome regulatory subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



311879 

wty700168315.hl 

BLASTX 

g4263547 

168 

4.0e-12 

88 
42 

(AC006250) putative retrotransposon pol protein 
[Arabidopsis thaliana] 

311880 

wty700168332.hl 

BLASTX 

g2191168 

148 

5.0e-10 

48 

56 

(AF007270) contains similarity to myosin heavy chain 
[Arabidopsis thaliana] 

311881 

wty700168361.hl 

BLASTX 

g4262162 

208 

7.0e-17 

80 

47 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 

311882 

wty700168415.hl 

BLASTX 

g3821793 

330 

4.0e-31 

64 

98 

(Y11526) casein kinase II alpha subunit [Zea mays] 
311883 

wty700168432.hl 

BLASTX 

gl082337 



44507 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283 

1.0e-25 

85 
64 

DNA helicase Ql - human >gi_531243_dbj_BAA07200_ (D37984) 
DNA helicase Ql [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311884 

wty7001685G8.hl 

BLASTX 

g2499708 

225 

6.0e-19 

74 

69 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
( PHOS PHAT I DYLCHOL INE-HYDROLYZ ING PHOSPHOLIPASE D) 
>gi_1020409_dbj_BAA11135_ (D73410) phospholipase D [Zea 
mays] 



Seq. No. 


311885 


Seq. ID 


wty /0ulc)ool4 . nl 


Method 


BLASTX 


NCBI GI 


g642624 


BLAST score 


222 


E value 


1 . Oe-33 


Match length 


73 


% identity 


99 


NCBI Description 


(L39266) phytoene desaturase [Zea mays] 


Seq, No. 


311886 


Seq. ID 


wty700168592.hl 


Method 


BLASTX 


NCBI GI 


g3914468 


BLAST score 


226 


E value 


4.0e-19 


Match length 


61 


% identity 


75 


NCBI Description 


26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 2. 




>gi 478411 pir JQ2257 nuclear antigen 21D7 - carrot 




>gi__217911_dbj_BAA02696_ (D13434) 21D7 antigen [Daucus 




carota] 


Seq. No. 


311887 


Seq. ID 


wty700168603.hl 


Method 


BLASTX 


NCBI GI 


gl708462 


BLAST score 


214 


E value 


1.0e-17 


Match length 


80 


% identity 


53 


NCBI Description 


IAA- AMINO ACID HYDROLASE HOMOLOG 2 PRECURSOR >gi 902791 




(U23796) ILL2 [Arabidopsis thaliana] 


Seq. No. 


311888 


Seq. ID 


wty700168608.hl 


Method 


BLASTX 



44508 




NCBI GI 


g2414601 


BLAST score 


139 


Hi Vci-Luc 


7 # Oe-09 


rid u oil xcny uxi 


64 


% identity 




jnudi uescj. ipi-ion 


^7QQ9Q c i^ nhn^nhafi Hvl ^vnrhase fSchizosaccharoinvces pombe] 


beq. no. 


-31 1 Op Q 
Jl loo J 


oeq, 1JJ 


wi-\77nni 686^8 hi 

vyu y / uu±uoy jo « nx 


Method 


DT 7\ OTY 

DXjAb 1 A 


NCBI GI 


g2980768 


BLAST score 


214 


E value 




TwT-j -|- /-^H 1 o"nf*r"i~Vi 
L v la.T_\^Xi XcIiyLIl 


o 17 


% identity 


ft 7 
O / 


MPDT Hoopri t-\4- n r\Y\ 
LN X UcOUliptlUlX 


(AL022198) putative protein [Arabidopsis thaliana] 


beq. NO. 






wtv700168653 .hi 


Mflf V> /-> H 

nculiuu. 


RT.A9TN 

JJ XLTIO JL IN 


NCBI GI 


g4218534 


BLAST score 


38 


E value 


o . ue xz 


lyiai-cn xeiiyLii 


OU 


% identity 




jnudi uescription 


Tri -hi nnm en ttiRKTA fnr fiRARl nrnt^in 
IXXLXwLUll o^J « iUI\iNjra x Ul \ji\riDi ^/iulchi 


Seq. No. 


OllO -?1 


oeq. lu 


WLy / UUluOUJ i . 11X 


Method 


DlxrlO 1 LN 


NCBI GI 


g747914 


BLAST score 


53 


IT 1 tt 3 1 no 

sh Value 


Tt • UC ^ X 




77 


% identity 




iNUJji uescripLioii 


7 ma\7Q PaMl mRNFA f dt 1 mnrJn 1 i n 


beq. no* 


-51 1 QQO 


beq. iu 


wty / uuivo / x *± . ixx 


Method 


OlxfiO I A 


NCBI GI 


gz joojdi 


BLAST score 


261 


E value 


3.0e-23 


iyiai.cn lengcxi 


1 A 


■5 identity 


D O 


NCBI Description 


\n,UUuUUjO J ollUllaj. rli aJJluupoi o Liy j~f^J uiic Liuai jjj.wucj.ii 


PTn • fifi "^Q frrV^ 7Q7?^71 TArabi doosis thaliana! 


Seq. No. 


olio 


beq. iu 


TAj-H\77nni ^ft74 ^ hi 
wty / uuioo / fio .iix 


Method 


DliiiblJN 


Li V-/ U J_ J. 


a609287 


BLAST score 


83 


E value 


4.0e-39 


Match length 


154 


% identity 


89 


NCBI Description 


Z.diploperennis Grande 1 gene 



44509 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311894 

wty700168754.hl 

BLASTX 

g2213594 

213 

2.0e-17 

57 

68 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
311895 

wty700168775.hl 

BLASTX 

g3157910 

300 

1.0e-27 

58 
100 

(AF003551) lysine-ketoglutarate reductase/saccharopine 
dehydrogenase bifunctional enzyme [Zea mays] 

311896 

wty700168852.hl 

BLASTX 

g4467147 

162 

1.0e-ll 

39 

72 

(AL035540) putative protein [Arabidopsis thaliana] 



311897 

wty700168855.hl 

BLASTN 

g4416300 

39 

8.0e-13 

136 

84 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



311898 

wty700168880.hl 

BLASTX 

gl206013 

322 

3.0e-30 

78 

77 

(U44087) beta-D-glucosidase precursor [Zea mays] 
311899 

wty700168882.hl 

BLASTN 

g22118 



44510 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

1.0e-14 

42 
100 

Z.mays DNA for Adhl-Cm allele 
311900 

wty700168917.hl 

BL&STN 

g2306980 

45 

2.0e-16 

83 

89 

Oryza sativa photosystem I antenna protein 
complete cds 



(Lhca) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311901 

wty700168963.hl 

BLASTX 

g2282473 

202 

2.0e-16 
64 

59^ 

(AB005911) xanthine dehydrogenase [Bombyx mori] 



311902 

wty700169005.hl 

BLASTN 

g3821780 

36 

5.0e-ll 

36 
100 

Xenopus laevis cDNA 



clone 27A6-1 



311903 

wty700169036.hl 

BLASTX 

g2618696 

148 

5.0e-10 

56 

50 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
311904 

wty700169037.hl 

BLASTX 

g2440033 

233 

5.0e-20 

53 

81 

(X98543) endo-1, 4-beta-glucanase [Arabidopsis thaliana] 



44511 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311905 

wty700169061.hl 

BLASTX 

g4539404 

203 

2.0e-16 

45 

76 

(AL049524) putative protein [Arabidopsis thalianal, 
311906 

wty700169063.hl 

BLASTX 

g4263790 

171 

1.0e-12 

64 

62 

(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311907 

wty700169146.hl 

BLASTN 

g644492 

160 

5.0e-85 

233 

97 

Corn elongation factor lalpha gene, complete cds 
311908 

wty700169151.hl 

BLASTX 

g2760324 

200 

4.0e-16 

68 
60 

(AC002130) F1N21.9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311909 

wty700169189.hl 

BLASTX 

g3036805 

155 

7.0e-ll 

55 
62 

(AL022373) thaumatin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



311910 

wty700169210.hl 

BLASTX 

g3980413 

166 

5.0e-12 

52 



44512 



% identity 67 

NCBI Description (AC004561) pumilio-like protein [Arabidopsis thaliana] 

Seq. No. 311911 

Seq. ID wty700169220.hl 

Method BLASTX 

NCBI GI g4587533 

BLAST score 145 

Rvalue 1.0^-09 

Itfatch length 54 

% identity 56 

NCBI Description (AC007060) EST gb_AA721821 comes from this gene. 
[Arabidopsis thaliana] 

Seq. No. 311912 

Seq. ID wty700169261.hl 

Method BLASTX 

NCBI GI g3386611 

BLAST score 194 

E value 3.0e-15 

Match length 77 

% identity 48 

NCBI Description (AC004665) unknown protein [Arabidopsis thaliana] 

Seq. No. 311913 

Seq. ID wty700169273.hl 

Method BLASTN 

NCBI GI g3449334 

BLAST score 48 

E value 4.0e-18 

Match length 104 

% identity 87 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 

Seq. No. 311914 

Seq. ID wty700169284.hl 

Method BLASTX 

NCBI GI g4539676 

BLAST score 194 

E value 2.0e-15 

Match length 50 

% identity 78 

NCBI Description (AF061282) patatin-like protein [Sorghum bicolor] 

Seq. No. 311915 

Seq. ID wty700169307.hl 

Method BLASTX 

NCBI GI g549063 

BLAST score 146 

E value 1.0e-09 

Match length 30 

% identity 83 

NCBI Description TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi 1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311916 

wty700169338.hl 

BLASTX 

g4454012 

173 

3.0e-14 

75 

50 - 

~(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311917 

wty700169377.hl 

BLASTX 

g4490331 

332 

2.0e-31 

78 
83 

(AL035656) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311918 

wty700169406.hl 

BLASTX 

g4204793 

237 

3.0e-20 

86 

28 

(U52079) P-glycoprotein [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311919 

wty700169410.hl 

BLASTX 

g2982463 

203 

3.0e-20 

64 

84 

(AL022223) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



311920 

wty700169427.hl 

BLASTX 

g3915826 

251 

6.0e-22 

68 

74 



NCBI Description 60S RIBOSOMAL PROTEIN L5 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



311921 

wty700169435.hl 

BLASTN 

g475252 

128 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

mBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-66 

227 

89 

Z.mays MPI gene 
311922 

wty700169445.hl 

BLASTX 

'5100665 

341 

2.0e-32 

66 

50 

calmodulin 2 (clone lambda DASH) - rice 

>gi_20190__emb_CAA78288_ (Z12828) calmodulin [Oryza sativa] 
>gi_310313 (L18914) calmodulin [Oryza sativa] 



Seq. No. 


311923 


Seq. ID 


wty700169476.hl 


Method 


BLASTX 


NCBI GI 


g3746598 


BLAST score 


148 


E value 


5.0e-10 


Match length 


47 


% identity 


57 


NCBI Description 


(AF064613) RNA polymerase II , 


Seq. No. 


311924 


Seq. ID 


wty700169481.hl 


Method 


BLASTX 


NCBI GI 


g2499819 


BLAST score 


204 


E value 


1.0e-16 


Match length 


45 


% identity 


89 


NCBI Description 


ASPARTIC PROTEINASE ORYZASIN 



PRECURSOR 

_ c __ Lc proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875__ (D32144) aspartic 
protease [Oryza sativa] 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



311925 

wty700169485.hl 

BLASTN 

gl816585 

51 

5.0e-20 

51 

100 

Zea mays LON1 protease 
311926 

wty700169532.hl 

BLASTX 

g3287679 

258 

8.0e-23 



(LON1) mRNA, complete cds 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - * 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 
81 

(AC003979) T22J18.6 [Arabidopsis thaliana] 



311927 

wty700169556.hl 

BLASTX 

gl839188 

174 

6.0e-13 

57 

63 

(U86081) root hair 



defective 3 [Arabidopsis thaliana] 



311928 

wty700169564.hl 

BLASTX 

gl710546 

223 

1.0e-18 

67 

67 

60S RIBOSOMAL PROTEIN L36 >gi_1276967 
ribosomal protein [Daucus carota] 



(U47095) putative 



Seq., No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311929 

wty700169616.hl 

BLASTN 

g3004949 

165 

6.0e-88 

173 

99 

Zea mays tonoplast 
complete cds 



intrinsic protein (ZmTIPl) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



311930 

wty700169619.hl 

BLASTX 

g417154 

386 

1.0e-37 

77 

99 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

311931 

wty700169776.hl 

BLASTN 

gl531540 

47 

1.0e-17 

82 

89 
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NCBI Description Zea mays ntRNA for uroporphyrinogen III methyltransf erase, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . .vaiue. ^ ^ ^ 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311932 

wty700169787.hl 
BLASTX 
g3033386 
145 

1.0e-09 

52 ' ■ • r " r f " 

54 

(AC004238) RING3-like protein [Arabidopsis thaliana] 
311933 

wty700169852.hl 

BLASTX 

g4467153 

314 

2.0e-29 

78 

72 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] 

311934 

wty700169937.hl 

BLASTN 

gl67107 

36 

2.0e-ll 

36 

100 

Hordeum vulgare vacuolar ATPase B subunit isoform mRNA, 
complete cds 



Seq. No. 


311935 


Seq. ID 


wty700169975.hl 


Method 


BLASTX 


NCBI GI 


g2829911 


BLAST score 


255 


E value 


1.0e-22 


Match length 


68 


% identity 


74 


NCBI Description 


(AC002291) Unknown protein 


Seq. No. 


311936 


Seq. ID 


wty700170020.hl 


Method 


BLASTX 


NCBI GI 


g4581207 


BLAST score 


234 


E value 


4.0e-20 


Match length 


71 


% identity 


65 


NCBI Description 


(Y17914) cyclic nucleotide 



channel [Arabidopsis thaliana] 



Seq. No. 



311937 



44517 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



wty700170029.hl 

BLASTX 

g4105798 

192 

5.0e-15 
45 
69 

(A C E^49930) 



PGP237-11 {Petunia x hybrida] 



311938 

wty700170059.hl 

BLASTX 

g3421384 

199 ' 

6.0e-16 

57 

65 

(AF081067) IAA-Ala hydrolase; 
[Arabidopsis thaliana] 



IAA-amino acid hydrolase 



Seq. No. 


311939 




Seq. ID 


wty700170128.hl 




Method 


BLASTX 




NCBI GI 


g2047324 




BLAST score 


155 




E value 


8.0e-ll 




Match length 


33 




% identity 


85 


[Arabidopsis 


NCBI Description 


(08 01 92) HAL 3 homolog 


Seq. No. 


311940 




Seq. ID 


wty700170137.hl 




Method 


BLASTN 




NCBI GI 


g4416300 




BLAST score 


70 




E value 


1.0e-31 




Match length 


82 




% identity 


96 


22 kDa zein- 


NCBI Description 


Zea mays chromosome 4 




region, complete sequence 


Seq. No. 


311941 




Seq. ID 


wty700170141.hl 




Method 


BLASTX 




NCBI GI 


g228412 




BLAST score 


172 




E value 


8.0e-13 




Match length 


34 




% identity 


94 




NCBI Description 


malic enzyme [Populus 


trichocarpa 


Seq. No. 


311942 




Seq. ID 


wty700170205.hl 




Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


36 




E value 


5.0e-ll 





zein-associated intercluster 
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Match length 36 

% identity 100 

NCBI Description Xenopus laevis ,cDNA clone 27A6-1 

Seq. No. 311943 

Seq. ID wty700170215.hl 

Method BLASTN 

NCBI GI , ^ g22507 

"Bik&ST score ^ 70 ^ - 

E value ~"i.0e-31 

Match length 102 

% identity 25 

NCBI Description Maize (strain W64A) mRNA for cell wall glycoprotein 

Seq. No. 311944 

Seq. ID wty700170239.hl 

Method BLASTN 

NCBI GI g2645165 - 

BLAST score 65 

E value 3.0e-28 

Match length 85 

% identity 94 

NCBI Description Oryza sativa mRNA, similar to ribosomal protein 

Seq. No. 311945 

Seq. ID wty700170266.hl 

Method BLASTX 

NCBI GI g2288988 

BLAST score 192 

E value 3.0e-15 

Match length 42 

% identity 81 

NCBI Description (AC002335) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 311946 

Seq. ID wty700170275.hl 

Method BLASTX 

NCBI GI g548770 

BLAST score 270 

E value 3.0e-24 

Match length 61 

.% identity . 85 

NCBI Description 60S RIBOSOMAL PROTEIN L3 >gi_481228 j?ir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

Seq. No. 311947 

Seq. ID wty700170277.hl 

Method BLASTX 

NCBI GI g4586055 

BLAST score 169 

E value 2.0e-12 

Match length 76 

% identity 46 

NCBI Description (AC007020) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 311948 
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wty700170291.hl 

BLASTX 

g2388565 

214 

1.0e-17 

59 

64 

(AC000098)' Similar td Prunus pectinesteras§ (gb_X95991) . 
[Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


T*rf- w7 nni 7 rn o ° hi 


Method 


BLASTX 


NCBI GI 


g2809237 


BLAST score 


162 


E value 


*~i A 1 A 

7 . Oe-iy 


Match length 


/ y 


% identity 


c c 
00 


NCBI Description 


t arrtno c. £n ^ fr9im £ rArahi Hodsis thalianal 


Seq. No. 


11 1 OCA 

311950 


Seq. ID 


wry / uuj. / ujUj.ni 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


r- r\ ^ 11 

5 . Oe-11 


Match length 


A A 

48 


% identity 


67 


NCBI Description 


Xenopus laevis cujna cione £ /fio x 


Seq. No. 


311951 


Seq. ID 


„4_--TA.A1'7A'3n£ V*i 1 

wty /UUl/Uouo. ni 


Method 


BLASTN 


NCBI GI 


g3153236 


BLAST score 


203 


E value 


1 A—. 1 1 A 

1. Qe-110 


Match length 


O 1 A 

ziy 


% identity 


98 


NCBI Description 


Ziea mays T,ernLinax cax.i iuiMNri./ o^hl^-l^ v-^o 


Seq. No. 


11 1 A C A 

311952 


Seq. ID - 


w >i_ y / uui / yjv ' ^± .iij- 


Method 


BLASTX 


NCBI GI 


g2865424 


BLAST score 


168 


E value 


3.0e-12 


Match length 


57 


% identity 


54 


NCBI Description 


(AF039371) polyprotein [Arabidopsis thaliana, 


Seq. No. 


311953 


Seq. ID 


wty700170380.hl 


Method 


BLASTN 


NCBI GI 


g643596 


BLAST score 


85 


E value 


3.0e-40 


Match length 


157 




Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
, % identity 
.NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 



Seq. No. 

Seq,. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



Corn mRNA for cysteine proteinase , clone CCP, complete cds 



311954 

wty700170408.hl 

BLASTX 

g4204263 

188- 

L.0e-14 

64 
61 

(AC005223) 40409 



[Arabidopsis thaliana] 



311955 

wty700170424.hl 

BLASTX 

g2827143 

282 

9.0e-26 

60 

83 . 

(AF027174)' cellulose synthase catalytic subunit 1 ' 

[Arabidopsis thaliana] 

311956 

wty700170443.hl 

BLASTX 

gl708110 

153 

1.0e-10 

32 
97 

HISTONE H4 >gi_2119025_pir S59586 histone H4 (clone 

CH-III) - Chlamydomonas reinhardtii >gi_2119027_pir S59124 

histone H4 - Chlamydomonas reinhardtii >gi_571471 (U16724) 
histone H4 [Chlamydomonas reinhardtii] >gi_571476 (U16725) 
histone H4 [Chlamydomonas reinhardtii] >gi_576634 (U16825) 
histone H4 [Chlamydomonas reinhardtii] >gi_790701 (L41841) 
histone H4 [Chlamydomonas reinhardtii] 

311957 

wty7001705G2.hl 

BLASTX 

g2160692 

188 

1.0e-14 

40 

80 

(U73527) B f regulatory subunit of PP2A [Arabidopsis 
thaliana] 

311958 

wty700170547.hl 

BLASTX 

g3004565 

142 

3.0e-09 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
'BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length, 

% identity 

NCBI Description 



45 
58 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
311959 

wty700170603.hl 

BLASTX 

g3641836 

381 

3.0e-37 

82 

87 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

311960 

wty700170608.hl 

BLASTN 

g2832242 

133 

7.0e-69 

204 

90 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
311961 

wty700170726.hl 

BLASTX 

g2541876 

147 

9.0e-10 

65 
46 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

311962 

wty700170727.hl 

BLASTX 

g3874214 

153 

1.0e-10 

74 

43 

(Z83217) Similarity to Yeast E1-E2 ATPase YEL031W 
(SW:YED1_YEAST) ; cDNA EST EMBL:D27574 comes from this gene; 
cDNA EST EMBL:D33757 comes from this gene; cDNA EST 
EMBL:D34256 comes from this gene; cDNA EST EMBL:D37288 
comes from 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



311963 

wty700170923.hl 

BLASTX 

g2326343 

213 

1.0e-17 
77 
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% identity 

NCBI Description 



51 

(Y11187) G14587-5 [Arabidopsis thaliana] 
>gi_2326350_emb_CAA72042_ (Y11155) hypothetical protein 
[Arabidopsis thaliana] 



beq. no . 


"31 1 Q64 


oeq. xl» 


wtv700170983 hi 


Method 


DLir\0 1 IN 


ol 


rr ft 9 1 7 ft 0 ^ 


oiiiioi score 


o o 


E value 




l v iaT_CIl Xcliyt-il 




^ iaenuir.y 


1 nn 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


beq. jno . 


*31 1 




whv700170984 hi 


Method 


DT 7\ CTTJ 
Dliiib IfN 


JnLdX lal 


y ft o c?^. o f 


BLAST score 


i on 
1ZU 


E value 


4 . ue oi 


riarcn ieny in 


1 

X >J o 


% identity 


y o 


NCBI Description 


Z.mays gene for HMG protein 


Seq. No. 




beq. id 


vvcy / uu x / u_?-?u • nx 


Method 


DT 7VO TV 






BIjAST score 


100 


E value 


i . ue iu 


Match length 


JJ 


% identity 


Oo 


NCBI Description 


(AC007048) unknown protein [Arab: 


Seq. No. 


Oil jO / 


beq. iu 


WL. y/UVJX / U-3-70.IIX 


Method 


DT 1\ C rpv 

BLAblX 


NCBI GI 


^■1 1 *3 £1 00 

gi loDizz 


BLAST score 


jy o 


E value 


o . ue— oy 


Matcn lengrn 




% identity 


inn 
IU U 


'NCBI Description 


^xyiou / ; alia LUDUiin [uryza odi 


Seq. No. 


311968 


Seq. ID 


wty700171013.hl 


Method 


BLASTX 


NCBI GI 


g4538993 


BLAST score 


202 


E value 


3.0e-16 


Match length 


71 


% identity 


54 


NCBI Description 


(AL049481) putative host respons 




thaliana] 



[Arabidopsis thaliana] 



Seq. No. 



311969 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wty700171018.hl 

BLASTX 

g3719211 

199 

7.0e-16 

58 

67 

J tU97021) UIP2 [Arabidopsis thaliana] . . ^ r « 

311970 

wty700171046.hl 

BLASTX 

g3925277 

170 

2.0e-12 

69 

54 

(AL032643) similar to Uncharacterized protein family 
UPF0034, Double-stranded RNA binding motif; cDNA EST 
yk489b3.5 comes from this gene; cDNA EST 'yk439g7.5 comes 
from this gene [Caenorhabditis elegans] 

311971 

wty700171061.hl 

BLASTX 

g4337044 

271 

2.0e-24 

76 

75 

(AF124161) molybdopterin synthase sulphurylase [Nicotiana 
plumbaginifolia] 

311972 

wty700171068.hl 

BLASTX 

g400758 

179 

1.0e-13 

56 

59 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 
>gi_22631_emb_CAA47055_ (X66426) polygalacturonase [Persea 
americana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311973 

wty700171075.hl 

BLASTX 

g4090935 

159 

3.0e-ll 

75 
45 

(AF028719) DNA polymerase type I [Rhodothermus sp. T ITI 
518'] 



Seq. No. 



311974 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wty700171184.hl 

BLASTN 

g2062705 

36 

5.0e-ll 

48 

67 

Human butyrophilin 



(BTF5) ' mRNA, complete cds 



311975 

wty700171252.hl 

BLASTX 

g2673906 

259 

8.0e-23 

85 

59 

(AC002561) putative DNA polymerase delta small subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



311976 

wty700171264.hl 
BLASTN 
g3821780 
36 

6.0e-ll 
36 
100 

Xenopus laevis cDNA clone 27A6-1 
311977 

wty700171314.hl 

BLASTN 

g432367 

72 

2.0e-32 

220 

83 

Rice mRNA for elongation factor 
311978 

wty700171386.hl 

BLASTN 

g3821780 

36 

6.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
311979 

wty700171392.hl 

BLASTX 

g4218011 

207 

8.0e-17 

46 



1 beta, complete cds 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 
, Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
.Seq- ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



80 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

311980 

wty700171393.hl 

BLASTX 

gl70.9I29 

255 

2.0e-22 

52 

88 

GLYCOGEN SYNTHASE KINASE-3 HOMOLOG MSK-3 

>gi_481018_pir S37642 protein kinase MSK-3 (EC 2.7,1.-) - 

alfalfa >gi_313148_emb_CAA48472_ (X68409) protein kinase 
[Medicago sativa] 

311981 

wty700171413.hl 

BLASTX 

g2497964 

165 

5.0e-12 
57 

MOLYBDOPTERIN BIOSYNTHESIS CNX3 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX3) >gi_662873_emb_CAA88106_ 
(Z48046) Cnx3 [Arabidopsis thaliana] 

311982 

wty700171449.hl 

BLASTX 

g!174853 

174 

4.0e-13 

37 

84 

UBIQUITIN-CONJUGATING ENZYME E2-18 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42) 

>gi_481811_pir S3 94 8 3 ubiquit in-conjugating enzyme UBC2-1 

- Arabidopsis thaliana >gi_22658__emb_CAA48378_ (X68306) 
ubiquitin- conjugating enzyme [Arabidopsis thaliana] 

311983 

wty700171501.hl 

BLASTX 

g2827623 

214 

9.0e-18 

45 

87 

(AL021636) putative protein [Arabidopsis thaliana] 
311984 

wty700171537.hl 
BLASTN 



44526 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g3821780 
36 

4.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
311985 

wty700171550.hl 

BLASTX 

g2827143 

137 

1.0e-08 

47 

57 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

311986 

wty700171673.hl 

BLASTX 

g2501494 

212 

2.0e-17 

56 

64 ' 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE 5 (UDP-GLUCOSE FLAVONOID 

3-O-GLUCOSYLTRANSFERASE 5) >gi_542015__pir S41951 

UTP-glucose glucosyltransf erase - cassava 
>gi_453249_emb_CAA54612_ (X77462) UTP-glucose 
glucosyltransferase [Manihot esculenta] 

311987 

wty700171703.hl 

BLASTN 

g4185305 

62 

2.0e-26 

144 

88 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

311988 

wty700171719.hl 

BLASTX 

g3292817 

186 

2.0e-14 

64 

56 

(AL031018) hypothetical protein [Arabidopsis thaliana] 
311989 

wty700171730.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl545871 

317 

1.0e-29 

61 

98 

(U66607) 



cyclin type B-like [Zea mays] >gi_1545873 (U66608) 



cyclin type B-like [Zea mays]-., 

311990 " * 

wty700171739.hl 

BLASTX 

g3779024 

173 

7.0e-13 

46 
74 

(AC005171) unknown protein [Arabidopsis thaliana] 
311991 

wty700171749.hl 

BLASTX 

g2642640 

331 

2.0e-31 

75 
77 

(AF032473) 
[Citrullus 



ADP-glucose pyrophosphorylase large subunit 2 
lanatus] 



311992 

wty700171752.hl 

BLASTX 

g2832408 

253 

4.0e-22 

56 

77 

(Y14209) R2R3-MYB transcription factor 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



311993 

wty700171786.hl 

BLASTN 

g532622 

195 

1.0e-106 

219 
97 

Zea mays lipase 
311994 

wty700171826.hl 

BLASTN 

g3821780 

36 

5.0e-ll 



(LIP) mRNA, complete cds 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
311995 

wty700171844.hl 

BLASTX 

gl345587 

150 

7.0e-14 

47 
98 

14-3-3-LIKE PROTEIN GF14-6 >gi_998430_bbs_164522 (S77133) 
GF14-6=14-3-3 protein homolog [Zea mays, XL80, Peptide, 2 
aa] [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311996 

wty700171849.hl 

BLASTX 

g4220479 

142 

3.0e-09 

41 

61 

(AC0G6069) unknown protein 



[Arabidopsis thaliana] 



311997 

wty700171882.hl 

BLASTX 

g3269290 

262 

3.0e-23 

68 

71 

(AL030978) putative receptor like kinase [Arabidopsis 
thaliana] 

311998 

wty700171888.hl 

BLASTX 

g3859944 

257 

8.0e-23 

66 
77 

(AF084570) FKBP12 interacting protein [Arabidopsis 
thaliana] 

311999 

wty700171978.hl 

BLASTX 

gl648931 

321 

3.0e-30 

59 

100 

(X92428) HOX1B protein [Zea mays] 
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0 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
'% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

"NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



312000 

wty700172016.hl 

BLASTX 

g4056437 

251 

5.0e-22 
67 

72 _ 

(AC005990) Strong similarity to PFAM PFJD0069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

312001 

wty700172022.hl 

BLASTN 

g4127347 

41 

5.0e-14 

65 
91 

Alopecurus myosuroides mRNA for glutathione transferase 
312002 

wty700172062.hl 

BLASTX 

gl711205 

284 

7.0e-26 

62 

84 

(U7 9555) IAA23 [Arabidopsis thaliana] 



312003 

wty700172081.hl 

BLASTN 

gl68502 

96 

5.0e-47 

128 

94 

Maize (Zea mays) 



histone H4 gene (H4C7), complete cds 



312004 

wty700172137.hl 

BLASTX 

g4090884 

167 

3.0e-12 

61 

57 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 

312005 

wty700172182.hl 

BLASTX 

gl345132 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



175 

4.0e-13 

68 

55 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 


312006 


Seq. ID 


wty700172230.hl 


Method 


BLASTX 


NCBI GI 


g4263825 


BLAST score 


191 


E value 


4.0e-15 


Match length 


69 


% identity 


55 


NCBI Description' 


(AC006067) hypothetical protein 


Seq. No. 


312007 


Seq. ID 


wty700172325.hl 


Method 


BLASTN 


NCBI GI 


g3821780 




o u 


E value 


5.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


312008 


Seq. ID 


wty700172328.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


312009 


Seq. ID 


wty700172364.hl 


Method 


BLASTN 


NCBI GI 


g4104241 


BLAST score 


49 


E value 


3.0e-19 


Match length 


93 


% identity 


88 


NCBI Description 


Gossypium hirsutum palmitoyl-ac; 



[Arabidopsis thaliana] 



thioesterase (FatBl) mRNA, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312010 

wty700172385.hl 

BLASTX 

g3024I22 

225 

5.0e-19 
48 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value <■ 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value . 
" Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOS YLTRANS FERASE 2) (ADOMET SYNTHETASE 2) >gi_177 8821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 

312011 

wty700172430.hl 
BLAST N 
g!69818 
56 

6.0e-23 

200 

84 

Rice 25S ribosomal RNA gene 
312012 

wty700172439.hl 

BLASTX 

g4539298 

157 

4.0e-ll 

51 

55 

(AL049480) putative calmodulin-binding protein [Arabidopsis 
thaliana] 

312013 

wty700172459.hl 

BLASTX 

g2244878 

295 

4.0e-27 

71 

85 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
312014 

wty700172475.hl 

BLASTX 

g2444271 

215 

1.0e-22 

69 

75 

(AF019637) putative amino acid or GABA permease 
[Arabidopsis thaliana] 

312015 

wty700172520.hl 

BLASTN 

g3695004 

78 

4.0e-36 

118 

92 

Zea mays pyruvate dehydrogenase kinase isoform 2 mRNA, 
nuclear gene encoding mitochondrial protein, complete cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ~ 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312016 

wty700172524.hl 

BLASTN 

g3821780 

37 

1.0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 
312017 

wty700172619.hl 

BLASTN 

g2645165 

66 

7.0e-29 

74 

97 

Oryza sativa mRNA, similar to ribosomal protein 
312018 

wty700172629.hl 

BLASTN 

g431269 

35 

2.0e-10 

67 

88 

Arabidopsis thaliana ubiquitin conjugating enzyme (UBC5) 
gene, complete cds 

312019 

wty700172636.hl 

BLASTX 

g2245066 

245 

3.0e-21 

62 

66 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
312020 

wty700172674.hl 

BLASTX 

g4455232 

180 

1.0e-13 

48 
69 

(AL035523) putative protein [Arabidopsis thaliana] 
312021 

wty700172675.hl 

BLASTX 

g3355477 

168 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
,NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



3.0e-12 

66 

48 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 

312022 

wty700172676.hl 

BLASTX 

g2500107 

346 

4.0e-33 

75 

95 

DNA REPAIR PROTEIN RAD51 HOMOLOG >gi_1143810 (U22441) 
LeRADSl [Solanum lycopersicum] 

312023 

wty700172740.hl 

BLASTX 

g3482917 

221 

1.0e-18 

52 

83 

(AC003970) Similar to Glucose-6-phosphate dehydrogenases, 
gi_2276344, gi_2829880, gi_2352919 and others. [Arabidopsis 
thaliana] 

312024 

wty700172747.hl 

BLASTX 

gl313907 

353 

6.0e-34 

78 

85 

(D84507) CDPK-related protein kinase [Zea mays] 
312025 

wty700172758.hl 

BLASTX 

gl353193 

153 

1.0e-10 

37 

78 

0 -METHYL TRANSFERASE ZRP4 (OMT) >gi_54218 6_pir JQ2268 

O-methyltransf erase (EC 2.1.1.-) - maize >gi_404070 
(L14063) O-methyltransferase [Zea mays] 

312026 

wty700172766.hl 

BLASTX 

g4587533 

168 

3.0e-12 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method i 

NCBI GI* fc ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
48 

(AC007060) EST gb_AA721821 comes from this gene. 
[Arabidopsis thaliana] 

312027 

wty700172805.hl 

BLASTX 

gl20670 

180 

8.0e-14 

38 
97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_100879_pir S0687 9 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1*12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays,] 



Seq. No. 


312028 


Seq. ID 


wty700172823.hl 


Method 


BLASTX 


NCBI GI 


gl091678 


BLAST score 


144 


R Vfl 1 Ti(* 
III V d _L UC 


2.0e-09 


Match length 


68 


% identity 


38 


NCBI Description 


activator-like transposable element [Pennisetum ' 


Seq. No. 


312029 


Seq. ID 


wty700172865.hl 


Method 


BLASTX 


NCBI GI 


g2253278 


BLAST score 


166 


E value 


2.0e-25 


Match length 


76 


% identity 


82 


NCBI Description 


(AF005492) RF2a [Oryza sativa] - 


Seq. No. 


312030 


Seq. ID 


wty700172912.hl 


Method 


BLASTX 


NCBI GI 


gl706958 . 


BLAST score 


311 


E value 


5.0e-29 


Match length 


63 


% identity 


84 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


312031 


Seq. ID 


wty700172919.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312032 

wty700172939.hl 

BLASTX 

g537319 

223 

1.0e-18 

73 
56 

(L36158) peroxidase [Medicago sativa] 
312033 

wty700172944.hl 

BLASTN 

gl890574 

47 

1.0e-17 

107 

86 

H.vulgare mRNA for xyloglucan endotransglycosylase-like 
protein (XEA) 

312034 

wty700172945.hl 

BLASTX 

g548770 

320 

3.0e-30 

67 

88 

60S RIBOSOMAL PROTEIN L3 >gi_4 81228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 


312035 


Seq. ID 


wty700172979.hl 


Method 


BLASTX 


NCBI GI 


g2462822 


BLAST score 


263 


E value 


2.0e-23 


Match length 


83 


% identity 


65 


NCBI Description 


(AF000657) hypothetical protein 


Seq. No. 


312036 


Seq. ID 


wty700173009.hl 


Method 


BLASTX 


NCBI GI 


g464707 


BLAST score 


171 


E value 


1.0e-12 


Match length 


38 


% identity 


84 


NCBI Description 


40S RIBOSOMAL PROTEIN S18 >gi 48 < 



[Arabidopsis thaliana] 



protein S18.A 



8_pir S37496 ribosomal 

Arabidopsis thaliana 
>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
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>gi_434345_emb_CAA82274_ (Z28702) SIB ribosomal protein 
[Arabidopsis thaliana] >gi_4 3490 6_emb_CAA8 227 5_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 


312037 


Seq. ID 


wty700173034.hl 


Method 


BLASTX 


lr4 v>- J—> J- \J .1. 


al619297 


BLAST score 


375 


E value 


1.0e-36 


Match length 


73 


% identity 


100 


NCBI Description 


(Y08490) alpha-tubulin 


Seq. No. 


312038 


Seq. ID 


wuj700282008.hl 


Method 


BLASTX 




gz xjvizl 


BLAST" scbre - * 


509 


E value 


5.0e-52 


Match length 


100 


% identity 


98 


NCBI Description 


cyclin II - maize >gi_J 




mays] 


Seq. No. 


312039 


Seq. ID 


wuj700282050.hl 


l v Jc L.I1QCL 


■D-UriQ i IN 


NCBI GI 


g!864000 


BLAST score 


77 


E value 


2.0e-35 


Match length 


117 


% identity 


91 


NCBI Description 


Maize DNA for Fd III, < 


Seq. No. 


312040 


Seq. ID 


wuj700282052.hl 


Method 


BLASTN 


NCBI GI 


gl617470 


BLAST score 


112 


E value 


2.0e-56 


Match length 


230 


% identity 


88 


NCBI Description 


Z.diploperennis DNA fo: 


Seq. No. 


312041 


Seq. ID 


wuj700282074.hl 


Method 


BLASTX 


NCBI GI 


gl663724 


BLAST score 


318 



2 [Hordeum vulgare] 



516550 (U10077) cyclin HZm [Zea 



-4 retrotransposon 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-29 

94 
63 

(U50846) 4 -coumarate: coenzyme A ligase [Nicotiana tabacum] 
312042 

wuj700282114.hl 

BLASTX 

g4406775 

147 

1.0e-09 

64 
48 

(AC006836) unknown protein [Arabidopsis thaliana] 
312043 

wuj700282171.hl 

BLASTX 

g4006872 

186 

4.0e-14 

72 

56 

(Z 99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312044 

wyr700235112.hl 

BLASTN 

g3063690 

38 

4.0e-12 

82 
87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 

312045 

wyr700235118.hl 

BLASTN 

g22144 

148 

9.0e-78 

258 

91 

Maize anaerobically regulated gene for fructose 
bisphosphate aldolase (EC 4.1.2.13) 

312046 

wyr700235138.hl 

BLASTX 

g3337356 

201 

4.0e-16 

42 
90 

(AC004481) putative protein transport protein SEC61 alpha 



44538 



subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312047 

wyr700235162.hl 

BLASTX 

gl345977 

303 

6.0e-28 

88 - - ' 

64 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
ISOZYME 2 >gi_904154 (L43921) microsomal omega-6 desaturase 
[Glycine max] 





31 OQ4P 


Seq. ID 


wyr700235185.hl 


Method 


BLASTN 


NCBI GI 


g732806 


BLAST score 


35 


E value 


2.0e-10 


Match length 


59 


% identity 


90 


NCBI Description 


H.vulgare Bprl-1 gene for type-1 pathogenesis 




protein 


Seq. No. 


312049 


Seq. ID 


wyr700235186.hl 


Method 


BLASTX 


NCBI GI 


g3522943 


BLAST score 


305 


E value 


3.0e-28 


Match length 


84 


% identity 


67 


NCBI Description 


(AC004411) putative p-glycoprotein [Arabidops 


Seq. No. 


312050 


Seq. ID 


wyr700235203.hl 


Method 


BLASTX 


NCBI GI 


g2832680 


BLAST score 


197 


E value 


1.0e-15 


Match length 


63 


% identity 


38 


NCBI Description 


(AL021712) putative protein [Arabidopsis thai 


Seq. No. 


312051 


Seq. ID 


wyr700235206.hl 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


387 


E value 


7.0e-38 


Match length 


73 


% identity 


100 


NCBI Description 


INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 



>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



44539 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312052 

wyr700235234.hl 

BLASTX 

g3047096 

215 

1.0e-17 

80 
53 

(AF058826) similar to eukaryotic protein kinase domains 
(Pfam: pkinase . hmm, score: 189.74) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST,, score 

E value 

Match length 

% identity 

NCBI Description 



312053 

wyr700235235.hl 

BLASTX 

g4587533 

162 

1.0e-ll 

74 

47 

(AC007060) EST gb_AA721821 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312054 

wyr700235236.hl 
BLASTX , 
g4512624 
253 

4.0e-22 

71 

65 

(AC004793) Strong similarity to gi_3033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAC gb AC004238 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312055 

wyr700235253.hl 

BLASTN 

g2062705 

37 

1.0e-ll 

37 

100 

Human butyrophilin 



(BTF5) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312056 

wyr700235273.hl 

BLASTN 

g!68496 

113 

4.0e-57 

121 

98 

Maize (Zea mays) 



histone H3 gene (H3C4), complete cds 



Seq. No. 
Seq.- ID 



312057 

wyr700235293.hl 



44540 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!31772 

228 

2.0e-19 

48 
94 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 (clone MCH1) 

maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312058 

wyr700235389.hl 

BLASTX 

g!352468 

411 

1.0e-40 

86 - 
94 

BETA- FRUCTOFURANO S I DAS E 
HYDROLASE 1) (INVERTASE 
[Zea mays] 



1 PRECURSOR ( SUCROSE- 6-PHOSPHATE 
1) >gi_1122439 (U16123) invertase 



Seq. No. 


312059 


Seq. ID 


wyr700235427.hl 


Method 


BLASTX 


NCBI GI 


g3219273 


BLAST score 


339 


E value 


4.0e-32 


Match length 


95 


% identity 


67 


NCBI Description 


(AB015316) MAP kinase kinase 


Seq. No. 


312060 


Seq. ID* 


wyr700235430.hl 


Method 


BLASTX 


NCBI GI 


g2137812 


BLAST score 


211 jz 


E value 


4.0e-17 


Match length 


77 


% identity 


52 


NCBI Description 


tetrahydrofolylpolyglutamate 



5 [Arabidopsis thaliana] 



ynthase (EC 6.3.2.17} 
precursor - mouse >gi_1199594 (U32197) f olylpolyglutamate 

synthetase [Mus musculus] >gi_1587164_prf 2206297A 

folylpoly-gamma-Glu synthetase [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312061 

wyr700235434.hl 

BLASTX 

g2497539 

411 

1.0e-40 

92 
84 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 



Seq. No. 



312062 



44541 



c pfT jn 


wyr700235446.hl 


Mernou 


LJ±J±\%D 1 £\. 


NCBI GI 




BLAST score 


384 


E value 


2.0e-37 


riaL-CIl -LcXly Uil 


93 




81 

O -L 


NCd± UeSCIiptlon 


fjarnnd^Q*^ cHm-M^r tr> nutative DNA idoI vmerase ab M29683 


■from rprpvisiae FArabidoosis thaliana] 


beg. no. 


31 9063 


Otiq. ±Lf 


wvr700235447 .hi 


Method 


Oixrlb 1 A 


NCBI GI 


g2780192 


BLAST score 


193 


£j VaxUc 


5 Oe-15 


L v ici u 01 1 xciiy un 


43 


% identity 


7 Q 


N\^n± UcoOiipuiuii 


fA,7???713^ unnamed nrotein oroduct TArabidopsis thaliana 


beq. wo. 




beq. xjj 


wvr70Q235488 hi 


Metnoa 


tSJUfib 1 A 


NCBI GI 


g4467124 


BLAST score 


166 


E value 








% identity 




jnudj. uesciiption 


fAT.n^sS^ft^ h vnoth^t iral nrotein fArabidopsis thaliana] 


Seq. No. 


jIZUOD 


beq* iu 


^^1-7009 3^^33 hi 
wyi / uu^ j j j j j • ii-L 


Method 


DT 7v q TNT 


NCBI GI 


g44687'93 


BLAST score 


84 


Zi value 




L la. L L^l 1 ICliy Lii 


121 


^ laenniy 


Q3 


INUDl JJc5CITJ.pi-. 


7pa T?i3\7«; ttiRNA "FnT* rrl ntathione transferase III (b) 


beq. no. 






wvr700235557 hi 


Metnoa 


DT TVOTtV 

JDLtfib 1 A 




y j JO DO DO 


BLAST score 


163 


E value 


2.0e-ll 


Ma ten xengm 


0 1 


t> iu.eiiuxuy 


73 


NCBI Description 






Lborgnuin. jjiuoiui j 


Seq. No. 


^1 on £7 


Seq. ID 


wyr700235561.hl 


Method 


BLASTN 


NCBI GI 


g3452291 


BLAST score 


108 


E value 


7.0e-54 



44542 








279 




% identity 


R R 




jnw.di uescriptiuii 


7.m tti^v^ rptrotransDoson Huck-2 3* LTR, partial sequence 




beq. no. 


^1 90fift 






wvr700235645.hl 






o j_ut.o J. 




. : -NCBI GI 


g478740 




•£*BLAST score 


193 




iii value 


r np-i r 






49 




% identity 


7fi 






nhenvl alanine ammonia -1 vase (EC 4.1.3.5) - rice 




Cart \T /-y 

beq. wo. 


J u U j 




Can T H 


wvr700235655 hi 




Method 






NCBI GI 


g4371280 




BLAST score 


196 




E value 


i . Uc 1-J 




ixiaLcn ieny un 


R4 


z: 


% identity 


£R 
DO 


sT"£ 




(AC006260) hypothetical protein [Arabidopsis thaliana] 




Seq. No . , 




rf 


beq. iu 


w\/r70093S.6S9 hi 




Method 




y 5 




y o i?l jo VJ ft 




BLAST score 


185 




E value 


2.0e-14 


M- 


Match length 


Rl 
3 1 


™~ 




O Zf 




NCBI Description 


utcthmp dod *3 ^rr-; R77P9R pmh TAA4QRfi4 fX69960^ H2B histone 


O 




L ijCci iiLct_yoj 




beq. wo. 


^1 9071 






wvr700235660 hi 




Mernoa 


T3T aQTM 
Dliiio 1 LN 




NCBI GI 


g3821792 




BLAST score 


79 




E value 


i • ue jd 




Match length 






s identity 






iNUoi uescription 


7 m3\7<? triRNA ■friT raspin kinase II aloha subunit 




Seq. No. 


J1ZU / Z 




oeq. iu 


TA7^7-r7009^Rfifi9 hi 




Method 


"DT 7i QTM 

rSijAb 1 JN 




NCBI GI 


g22272 




BLAST score 


98 




T I lift 

hi vaiue 








98 




% identity 


100 




NCBI Description 


Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 




Seq. No. 


312073 




Seq. ID 


wyr700235704.hl 



44543 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3540201 

247 

1.0e-21 

66 
73 

(AC004260) 



Putative nuclear protein [Arabidopsis thaliana] 



312074 

wyr700235706.hl 

BLASTX 

g2499488 

181 

7.0e-14 

56 

61 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6-PH0SPH0FRUCT0SE-1-KINASE) 

(PPI-PFK) >gi_483547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphofructokinase alpha subunit 

[Ricinus communis] 



Seq. No. 


312075 


Seq. ID 


wyr700235765.hl 


Method 


BLASTX 


NCBI GI 


g2921304 


BLAST score 


151 


E value 


3.0e-10 


Match length 


43 


% identity 


63 


NCBI Description 


(AF033496) herbicide safener 


Seq. No. 


312076 


Seq. ID 


wyr700235791.hl 


Method 


BLASTX 


NCBI GI 


g2695933 


BLAST score 


197 


E value 


1.0e-15 


Match length 


43 


% identity 


84 


NCBI Description 


(AJ222780) hypothetical prot- 


Seq. No. 


312077 


Seq. ID 


wyr700235801.hl 


Method 


BLASTX 


NCBI GI 


gl469369 


BLAST score 


187 


E value 


2.0e-14 


Match length 


91 


% identity 


41 


NCBI Description 


(U35731) trehalose phosphate 




[Emericella nidulans] 


Seq. No. 


312078 


Seq. ID 


wyr700235883.hl 


Method 


BLASTN 



44544 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185305 
41 

5.0e-14 

53 
94 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312079 

wyr700235902.hl 

BLASTX 

g!68489 

309 

1.0e-28 

60 

98 

(M16902) glutathione S-transf erase I [Zea mays] >gi_168491 
(M16901) glutathione S-transferase I [Zea mays] 

>gi_225458_prf 1303351A transferase, glutathione S [Zea 

mays] 



Seq. No. 


312080 


Seq. ID 


wyr700235928.hl 


Method 


BLASTN 


NCBI GI 


g420630o 


BLAST score 


35 


E value 


z . ue-iu 


Match length 


55 


% identity 


91 


NCBI Description 


Zea mays retrotransposon Cinful- 


Seq. No. 


312081 


Seq. ID 


wyr700235952.hl 


Method 


BLASTN 


NCBI GI 


g!420923 


BLAST score 


34 


E value 


1.0e-09 


Match length 


54 


% identity 


91 


NCBI Description 


Zea mays repressor-like protein 


Seq. No. 


312082 


Seq. ID 


wyr700235983.hl 


Method 


BLASTX 


NCBI GI 


g4099148 


BLAST score 


230 


E value 


2.0e-19 


Match length 


68 


% identity 


75 


NCBI Description 


(U84268) YLP [Hordeum vulgare] 


Seq. No. 


312083 


Seq. ID 


wyr700236021.hl 


Method 


BLASTX 


NCBI GI 


g2281705 



complete sequence 



(inl) gene, complete cds 



44545 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



267 

5.0e-24 

67 
77 

(AF013979) ethylene responsive factor [Oryza sativa] 



312084 

wyr700236071.hl 

BLASTX 

g3386565 

321 

4.0e-30 

64 

98 

(AF079588) 1-aminocyclopropane- 
[Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1-carboxylate oxidase 



312085 

wyr700236114.hl 

BLASTX 

g4314401 

363 

6.0e-35 

95 

67 

(AC006232) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

312086 

wyr700236145.hl 

BLASTX 

gll5871 

229 

3.0e-19 

87 

54 

[Segment 2 of 2] SERINE C ARBOX Y P E PT I DAS E II CHAINS A AND B 
(CARBOXY PEPTIDASE D) (CPDW-II) (CP-WII) 

>gi_82623jpir B29639 serine-type carboxypeptidase (EC 

3.4.16.1) II B chain - wheat >gi_1421108_pdb_lBCR_B Chain 
B, Complex Of The Wheat Serine Carboxypeptidase, Cpdw-Ii, 
With The Microbial Peptide Aldehyde Inhibitor, Antipain, 
And Arginine At Room Temperature >gi_1421113_pdb_lBCS_B 
Chain B, Complex Of The Wheat Serine Carboxypeptidase, 
Cpdw-Ii, With The Microbial Peptide Aldehyde Inhibitor, 
Chymostatin, And Arginine At 100 Degrees Kelvin 
>gi_226041_prf 1408164B CPase II B [Triticum aestivum] 

312087 

wyr700236183.hl 

BLASTX 

g3688180 

161 

2.0e-ll 

85 

39 

(AL031804) putative protein [Arabidopsis thaliana] 



44546 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312088 

wyr700236227.hl 

BLASTX 

g3256035 

192 

8.0e-16 

68 

63 

{Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
. NCBI Description 



312089 

wyr700236230.hl 

BLASTX 

g3123270 

268 

2.0e-24 

62 

95 

4 OS RIBOSOMAL PROTEIN S4 
>gi_2 4 63 335_emb_CAA7524 2_ 
[Oryza sativa] 



(SCAR PROTEIN SS620) 
(Y150Q9) ribosomal protein S4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312090 

wyr700236334.hl 

BLASTN 

g433041 

55 

3.0e-22 

108 

89 

Zea mays W-22 clone PREM-1B retroelement PREM-1, partial 
sequence 

312091 

wyr700236421.hl 

BLASTX 

g4587550 

191 

8.0e-15 

57 
65 

(AC006577) EST gb_R64848 comes from this gene. [Arabidopsis 
thaliana] 

312092 

wyr700236423.hl 

BLASTX 

g4063747 

163 

1.0e-ll 

67 

48 

(AC005851) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



312093 



44547 



UC^t XLJ 


wyr700236435.hl 




BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


£j Val LLC 


6.0e-ll 


MjpIt'H 1 Anrri"Vi 


36 






XTPRT n(=> e ?r , r*"i ret - 1 on 


Xenopus laevis cDNA < 


oeq. JNO. 


J J. £. \J Z) *± 


c pn TD 

JC^ • J- l-i 


wyr700236455.hl 


rieunou 


RT.A^TX 


NCBI GI 


g2252830 


BLAST score 


139 


E value 


9.0e-09 


Match length 


76 


% identity 


36 


NCBI Description 


(AF013293) weak simi. 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312095 

wyr700236507.hl 

BLASTX 

g3702351 

165 

1.0e-ll 

66 
52 

(AC005397) putative desiccation protectant protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312096 

wyr700236566.hl 

BLASTX 

g4455356 

194 

2.0e-15 

47 

74 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



312097 

wyr700236603.hl 

BLASTX 

g3643594 

189 

1.0e-14 

39 
90 

(AC005395) unknown protein [Arabidopsis thaliana] 
312098 

wyr700236743.hl 

BLASTX 

g4539001 

202 

,2.0e-21 



44548 



Match length 

% identity 

NCBI Description 



84 
68 

(AL04 9481) putative protein [Arabidopsis thaliana] 



Seq. No. 


312099 


Seq. ID 


wyr700236787.hl 


Method 


BLASTX 


NCBI GI 


g3367638 


BLAST score 


375 


E value 


2.0e-36 


Match length 


87 


% identity 


76 


NCBI Description 


(AJ000331 ) monogalactosyldiacylglyc* 




[Arabidopsis thaliana] 


Seq. No. 


312100 


Seq. ID 


wyr700236804.hl 


Method 


BLASTX 


NCBI GI 


g4510377 


BLAST score 


252 


E value 


6.0e-22 


Match length 


91 


% identity 


55 


NCBI Description 


(AC007017) putative RNA helicase A 


Seq. No. 


312101 


Seq. ID 


wyr700236814.hl 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


360 


E value 


1.0e-34 


Match length 


69 


% identity 


99 


NCBI Description 


INITIATION FACTOR 5A (EIF-5A) (EIF- 



[Arabidopsis thaliana] 



>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 


312102 


Seq. ID 


wyr700236816.hl 


Method 


BLASTN 


NCBI GI 


g474390 


BLAST score 


76 


E value 


9.0e-35 


Match length 


136 


% identity 


89 


NCBI Description 


H.vulgare L. (Alexis) Serine carboxypeptidase I 1-2 mRNA 


Seq. No. 


312103 


Seq. ID 


wyr700236868.hl 


Method 


BLASTX 


NCBI GI 


g4539327 


BLAST score 


334 


E value 


1.0e-31 


Match length 


74 


% identity 


84 


NCBI Description 


(AL03567 9) putative proton pump [Arabidopsis thaliana] 



44549 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
;% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312104 

wyr700236989.hl 

BLASTX 

g!518540 

328 

6.0e-31 

73 
86 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
312105 

wyr700237041.hl 

BLASTX 

gll2994 

284 

1.0e-25 

62 

90 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

312106 

wyr700237077.hl 

BLASTX 

g4038055 

187 

1.0e-14 

54 

65 

(AC005897) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4557077_gb_AAD22516.1_AC007045_16 (AC007045) putative 
cytochrome p450 [Arabidopsis thaliana] 



Seq. No. 


312107 


Seq. ID 


wyr700237078.hl 


Method 


BLASTN 


NCBI GI 


gl370602 


BLAST score 


127 


E value 


2.0e-65 


Match length 


131 


% identity 


99 


NCBI Description 


Z.mays mRNA for annexin p35 


Seq. No. 


312108 


Seq. ID 


wyr700237087.hl 


Method 


BLASTX 


NCBI GI 


g2851508 


BLAST score 


196 


E value 


1.0e-15 


Match length 


39 


% identity 


87 


NCBI Description 


60S RIBOSOMAL PROTEIN L21 > 



(AC000132) Similar to 



44550 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

312109 

wyr700237104.hl 

BLASTX 

g3522943 

140 

7.0e-09 

70 

51 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
312110 

wyr700237106.hl 

BLASTN 

g3264595 

109 

2.0e-54 

177 

92 

Zea mays putative tonoplast aquaporin mRNA, complete cds 
312111 

wyr700237111.hl 

BLASTX 

g2190992 

201 

5.0e-16 

88 
47 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 



Seq. No. 


312112 


Seq. ID 


wyr700237129.hl 


Method 


BLASTX 


NCBI GI 


g3080532 


BLAST score 


143 


E value 


3*0e-09 


Match length 


66 


% identity 


38 


NCBI Description 


(AL022600) hypothet 


Seq. No. 


312113 


Seq. ID 


wyr700237152.hl 


Method 


BLASTX 


NCBI GI 


g4557817 


BLAST score 


299 


E value 


2.0e-27 


Match length 


86 


% identity 


69 


NCBI Description 


3-oxoacid CoA trans 



succinyl-CoA:3-ketoacid-CoA transferase precursor 
>gi_2 4 92 9 9 8_sp_P5 580 9_SC0T_HUMAN 



44551 




SUCCINYL-C0A:3-KET0ACID-C0ENZYME A TRANSFERASE PRECURSOR 
(SUCCINYL COA:3-OXOACID COA- TRANSFERASE) (OXCT) >gi_I519052 
(U62961) succinyl CoA: 3-oxoacid CoA transferase precursor 
[Homo sapiens] 



Seq. No. 


312114 


Seq, ID 


wyr700237155.hl 


Method 


BLASTX 


NCBI GI 


g4508068 


BLAST score 


209 


E value 


7.0e-17 


Match length 


51 


% identity 


82 


NCBI Description 


(AC005882) 3063 


Seq, No. 


312115 


Seq. ID 


wyr700237166.hl 


Method 


BLASTX 


NCBI GI 


g2197050 


BLAST score 


155 


E value 


1.0e-10 


Match length 


57 


% identity 


58 


NCBI Description 


(AF001033) putat 



[Arabidopsis thaliana] 



[Neurospora crassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312116 

wyr700237256.hl 

BLASTX 

g2511546 

159 

5.0e-ll 

85 

45 

(AF022658) putative c2h2 zinc finger transcription factor 
[Arabidopsis thaliana] 



Seq. No. 


312117 


Seq. ID 


wyr700237265.hl 


Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


296 


E value 


3.0e-27 


Match length 


61 


% identity 


93 


NCBI Description 


(D45423) ascorbate peroxidase [Ory: 


Seq. No. 


312118 


Seq. ID 


wyr700237287.hl 


Method 


BLASTX 


NCBI GI 


g!172836 


BLAST score 


405 


E value 


6.0e-40 


Match length 


76 


% identity 


97 


NCBI Description 


GTP-BINDING NUCLEAR PROTEIN RAN-B1 



>gi_496272 (L16787) 
small ras-related protein [Nicotiana tabacum] 



44552 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312119 

wyr700237335.hl 

BLASTX 

gl491929 

231 

2.0e-19 

91 

56 

(U51272) 1, 3-beta-D-glucan synthase catalytic subunit 
[Emericella nidulans] 



312120 

wyr700237339.hl 

BLASTX 

g3757521 

315 

2.0e-29 

91 

(AC0t)5167) unknown protein 



[Arabidopsis thaliana] 



Seq, No. 
Seq. ID 



312121 

wyr700237347.hl 

BLASTX 

g510907 

269 

6.0e-24 

55 

84 

(Z35108) calnexin [Helianthus tuberosus] 
312122 

wyr700237368.hl 

BLASTX 

gl706958 

254 

2.0e-22 

53 
87 

(U58284) cellulose synthase [Gossypium hirsutum] 
312123 

wyr700237429.hl 

BLASTX 

g2191136 

156 

2.0e-13 

68 

57 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded far by A. 
thaliana cDNA H76538; coded for by A. thaliana cDMA H76290 
[Arabidopsis thaliana] 

312124 

wyr700237435.hl 



44553 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2696018 

34 

9.0e-10 

70 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC9, complete sequence [Arabidopsis thaliana] 



PI clone: 





■ 312125 


OCL[ ■ X U 


wvr700237473 hi 


Method 


BLASTX 


I V\->U X ox 


a3292821 


BLAST score 


142 


E value 


5*0e-09 


M?3+*p?i 1 f^ncrth 


91 


% i df^nt" i t v 


38 


KTOR T fl o a f v "i T~"k "f - "1 rm 


f AT. 0*31 01 8^ niThsl- t vp* nrnfAin \ Arahi don^ "i «=? thalianal 


Ocarr Kin 
O c q . IN U • 


31 91 96 


oeq* JLU 


w\7-r70n9 37-lftn hi 
vv_yx / VJU-U / toy . nx 




BLASTN 




a507844 


BLAST score 


130 


E value 


5.0e-67 


Ma +- r^\r\ 1 on rri~ Vi 
natuii _LCiiyL.ii 


230 




89 


NLtsx uescripuion 


6ca mays filOO icUIOLlallbpUiJUil Sd^-y yciiC/ uwillfcJx.c;ue; 


beq. no. 


o-t 91 97 


oeq. iu 


w^7-r7 009^7 R96 hi 


Mot - Vi 


DlirlO 1A 


KTPRT (IT 




T3T ACT onrsro 


49^ 

*i J 


Hi v axuc 


3 Oe-42 


Match length 


86 . , ' 


% identify 


97 . • ' 


IN OCX LVCDvl lp LXU11 


(AR0 08 84^1 NADH df^n^ndpnt" Glutamate Synthase TOrvza : 


oeq. LNO. 


*31 91 9ft 


Od^l • XL/ 


wvr700937S44 hi 






NUJDl tax 


gj*i Dlo 


BLAST score 


321 


E value 


4.0e-30 


Match length 


83 


% identity 


71 


NCBI Description 


(AC005315) putative protein kinase [Arabidopsis thai: 




>gi_3927841 (AC005727) putative protein kinase [Arab: 




thaliana] 


Seq. No. 


312129 


Seq. ID 


wyr700237549.hl 


Method 


BLASTX 


NCBI GI 


g4249388 


BLAST score 


149 


E value 


7.0e-10 



sativa] 



44554 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 
56 

(AC005966) Similar to gb_AF025438 Opa-interacting protein 
(0IP2) from Homo sapiens. [Arabidopsis thaliana] 

312130 

wyr700237552.hl 

BLASTN 

g3821780 

36 

6.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
312131 

wyr700237582_.hl 

BLASTX 

gl944573 

293 

8.0e-27 

72 

82 

(Z49146) phenylalanine ammonia- lyase [Hordeum vulgare] 
312132 

wyr700237592.hl 

BLASTX 

g3355477 

293 

6.0e-27 

84 

65 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 

312133 

wyr700237603.hl 

BLASTX 

g3063469 

181 

1.0e-13 

73 

47 

(AC003981) F22013.31 [Arabidopsis thaliana] 
312134 

wyr700237605.hl 

BLASTX 

g2494174 

264 

2.0e-23 

59 

8 8 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 



44555 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312135 

wyr700237658.hl 

BLASTX 

g2809246 

234 

7.0e-20 

69 

62 

(AC002560) F2401.15 [Arabidopsis thaliana] 
312136 

wyr700237675.hl 

BLASTN 

g559535 

206 

1.0e-112 

234 
97 

Z.mays mRNA for metallothionein 
312137 

wyr700237712.hl 

BLASTX 

g3265058 

324 

2.0e-30 

65 

100 

(AF060232) monoubiquitin/carboxy extension protein fusion 
[Botryotinia fuckeliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



312138 

wyr700237713.hl 

BLASTX 

g4210330 

323 

2.0e~30 1 

79 

77 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



El subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312139 

wyr700237715.hl 

BLASTX 

g3986291 

303 

6.0e-28 

91 

60 

(AB018078) oligo-1,4 - 1, 4-glucantransf erase / 
amylo-1, 6-glucosidase [Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



312140 

wyr700237734.hl 
BLASTN 

gi&£>64 



44556 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



36 

6.0e-ll 

60 
90 

Hordeum vulgare nar7 gene for NAD (P) H-bispecif ic nitrate 
reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312141 

wyr700237745.hl 

BLASTN 

g3399678 

51 

6.0e-20 

135 

84 

Arabidopsis thaliana chromosome 1 BAC F13M7 
complete sequence [Arabidopsis thaliana] 



312142 

wyr700237774.hl 

BLASTX 

g3549626 

267 

1.0e-23 

85 
67 

(AJ009696) wall-associated kinase 



sequence, 



1 [Arabidopsis thaliana] 



312143 

wyr700237827.hl 

BLASTX 

gl764100 

385 

1.0e-37 

88 

80 

(U81805) GDP-D-mannose-4, 6-dehydratase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



312144 

wyr700237829.hl 

BLASTX 

gl076809 

284 

8.0e-26 

66 

85 

H+-transporting ATPase (EC 3.6.1. 
>gi_758355_emb_CAA59800_ (X85805) 
[Zea mays] 

312145 

wyr700237893.hl 

BLASTX 

g2865394 

443 

2.0e-44 



35) - maize 
H(+) -transporting ATPase 



44557 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 
99 

(AF036949) basic leucine zipper protein [Zea mays] 
312146 

wyr700237896.hl 

BLASTX 

g4239879 

254 

3.0e-22 

71 

65 

(AB016780) Glutamine:fructose-6-phosphate amidotransf erase 
2 [Mus musculus] 



Seq, No. 

Seq. 'ID 

Method 

NCBI , GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312147 

wyr700237918.hl 

BLASTX 

g2832408 

251 

8.0e-22 

57 

81 

(Y14209) R2R3-MYB transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312148 

wyr700237921.hl 

BLASTX 

g2982247 

216 

1.0e-17 

62 
63 

(AF051206) probable thioredoxin H [Picea mariana] 
312149 

wyr700237939.hl - 

BLASTX 

g2129651 

324 

2.0e-30 

81 

73 

myosin heavy chain ATM2 - Arabidopsis thaliana (fragment) 
>gi_499045_emb_CAA84065_ (Z34292) myosin [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312150 

wyr700237962.hl 

BLASTX 

g4510339 

278 

5.0e-25 

87 
53 

(AC006921) putative ABC transporter protein [Arabidopsis 



44558 




thaliana] 





312151 


Seq. ID 


wyr700238022.hl 


Method 


BLASTX 


vrrm -r pt 
NtDl bi 


rf9 Q94 947 


O J_LTi.O ± OOvJ-Lt5 


1 fiR 


Hi vaiue 


9 fio— 1 4 


ixia ten lengtu 


D O 


% laentity 


OO 


NL-rSl Description 


\L\ji loz.) expansm L^ryza sauivaj 




^1 0*\ 


Seq. ID 


wyr700238030.hl 


Method 


BLASTX 


JM^Dl (al 


rrA A QCl^DA 


13 lifiO 1 S CO re 


14 / 


E value 


i .ue- iu 


Match length 




% identity 


Q Q 
OO 


NCBI Description 


(AL035678) putative protein [Arabidopsis thai. 


oeq. jno . 


*31 91 


Seq. ID 


wyr700238031.hl 


Method 


BLASTN 


MPDT T 

NLbi \3± 


gz u <>z i uo 


DiiAoi score 


JO 


E value 


1 . Oe-10 


Match length 


jO 


% identity 


1UU 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 




^1 91 Rd 


Seq. ID 


wyr700238044.hl 


Method 


BLASTN 


NoJol bl 


«oqoi ion 


tJiiiioi score 




E value 


o . Ue-11 


Match length 




% identity 


o / 


NCBI Description 


Xenopus laevis cDNA clone 2 /Ab-l 


Seq. No. 




Seq. ID 


wyr700238046.hl 


Method 


BLASTN 




gou^zoz 


Dj-irio i score 


119 


E value 


1 . Ue-oo 


Marcn lengun 


119 
11Z 


% identity 


100 


NCBI Description 


Zea mays enolase (eno2) mRNA, complete cds 


Seq. No. 


312156 


Seq. ID 


wyr700238066.hl 


Method 


BLASTX 


NCBI GI 


g3169012 


BLAST score 


209 



44559 



E value 
Match length 
% identity 
NCBI Description 



4.0e-17 

47 

83 

(AJ002610) putative calmodulin binding transporter protein 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312157. 

wyr700238067.hl 

BLASTX 

g2384669 

151 

2.0e-10 

69 
38 

(AF012656) putative potassium transporter AtKTlp 
[Arabidopsis thaliana] 

312158 

wyr700238076.hl 

BLASTN 

g22469 

97 

2.0e-47 

130 

92 

Maize mRNA for cytoplasmic ribosomal protein Sll 
312159 

wyr700238077.hl 

BLASTX 

g2244933 

149 

4.0e-10 

48 

62 

(Z97339) similar to hypothetical protein YPL211w 
[Arabidopsis thaliana] 



- yeast 



312160 

wyr700238085.hl 

BLASTX 

g3024018 

280 

4.0e-26 

78 

88 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



312161 

wyr700238121.hl 

BLASTX 

g3831440 

254 

4.0e-22 



44560 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



95 
55 

(AC005819) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4415946_gb_AAD20176_ (AC006418) putative cytochrome 
P450 [Arabidopsis thaliana] 

312162 

wyr700238122.hl 

BLASTX 

g3641838 

150 

6.0e-10 

34 

76 

(AL023094) putative protein (fragment) [Arabidopsis 
thaliana] 

312163 

wyr700238140.hl 

BLASTN 

g499011 

91 

9.0e-44 

184 

89 



NCBI Description S.vulgare SoAcl mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



312164 

wyr700238173.hl 

BLASTX 

g2190551 

232 

1.0e-19 

48 

92 

(AC001229) Similar to C. elegans hypothetical protein 
K07C5.6 (gb_Z71181). ESTs gb_H36844 , gb_AA394 956 come from 
this gene. [Arabidopsis thaliana] 

312165 

wyr700238190.hl 

BLASTX 

g4539460 

157 

7.0e-ll 

85 
38 

(AL049500) putative protein [Arabidopsis thaliana] 
312166 

wyr700238231.hl 

BLASTN 

gl491773 

98 

3.0e-48 

102 

99 



44561 



NCBI Description 


Z.mays mRNA for cysteine proteinase, Seel 


Sea. No. 


312167 


Seq, ID 


wyr700238237.hl 


Mot* Vi oH 


BLASTX 


NCBI GI 


g3786008 


BLAST score 


185 


E value 


4.0e-14 


Match length 


87 


% identity 


48 


NCBI Description 


(AC005499) unknown protein [Arabidopsis thaliana' 


Sea No . 


312168 


Seq* ID 


wyr700238253.hl 


Method 


BLASTX 


NCBI GI 


g2494643 


BLAST score 


380 


E value 


6.0e-37 


Match length 


76 


% identity 


96 


NCBI Description 


GLYCERALDEHYDE 3 -PHOSPHATE DEHYDROGENASE (GAPDH) 



>gi_2143409_emb_CAA73141_ (Y12542) 
glyceraldehyde-3-phosphate dehydrogenase 
harzianum] 



[Trichoderma 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312169 

wyr700238254.hl 

BLASTX 

g4376203 

211 

4.0e-17 

88 
47 

(U35226) putative cytochrome P-450 
plumbaginifolia] 



[Nicotiana 



312170 

wyr700238273.hl 

BLASTX 

g2618699 

174 

8.0e-13 

66 

48 

(AC002510) unknown protein [Arabidopsis thaliana] 
312171 

wyr700238296.hl 

BLASTX 

g4587572 

282 

2.0e-25 

76 

67 

(AC006550) Similar to gb_U70015 lysosomal trafficking 
regulator from Mus musculus and contains 2 PF_00400 WD40, 
G-beta repeats. ESTs gb_T4338 6 and gb_AA395236 come from 



44562 



this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312172 

wyr700238302.hl 

BLASTX 

g4406820 

287 

4.0e-26 

87 

64 

(AC006201) putative ras superf amily member [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312173 

wyr700238303.hl 

BLASTX 

gl070358 

322 

3.0e-30 

88 

76 

(X93171) oxalate oxidase-like protein or germin-like 
protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312174 

wyr700238310.hl 

BLASTX 

g3287683 

276 

8.0e-25 

89 

30 

(AC003979) Similar to apoptosis protein 
Mus musculus. [Arabidopsis thaliana] 



MA- 3 gb_D504 65 from 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312175 

wyr700238322.hl 

BLASTN 

g432606 

40 

2.0e-13 

68 

90 

ricl=ras-related GTP binding protein possessing GTPase 
activity [Oryza sativa-rice, Yamahoushi, callus, mRNA, 955 
nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312176 

wyr700238329.hl 

BLASTX 

g3970803 

183 

7.0e-14 

51 

63 

(AJ130841) caffeoyl-CoA 3- 



O-methyltransf erase [Populus 



balsamifera subsp. trichocarpa] 



44563 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312177 

wyr700238337.hl 

BLASTX 

g4263715 

172 

1.0e-12 

66 
47 

(AC006223) putative alanine acetyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312178 

wyr700238348.hl 

BLASTX 

g4587512 

148 

8.0e-10 

70 

49 

(AC007060) Strong similarity to gi_2245113 
glycerol-3-phosphate permease homolog from Arabidopsis 
thaliana BAC gb_Z97343 and a member of the PF_00083 Sugar 
transporter family 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312179 

wyr700238355.hl 

BLASTX 

g2827555 

276 

9.0e-25 

91 

58 

(AL021635) Translation factor EF-1 alpha - like protein 
[Arabidopsis thaliana] 



.Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



312180 

wyr700238357.hl 

BLASTX 

g4185515 

149 

2.0e-13 

72 

54 

(AF102824) actin depolymerizing factor 6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312181 

wyr700238360.hl 

BLASTX 

g3915186 

164 

1.0e-ll 

59 

59 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PEROXIN-4) >gi_3128447 



44564 



(AF061604) ubiquit in-conjugating enzyme homolog peroxin 4 
[Pichia angusta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312182 

wyr700238385.hl 

BLASTX 

g3122386 

174- 

8.0e-13 

40 

80 

WD-40 REPEAT PROTEIN MSI1 >gi_2394227 (AF016845) 
repeat protein [Lycopersicon esculentum] 



WD-40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312183 

wyr700238493.hl 

BLASTX 

gll72811 

354 

6.0e-34 

68 

96 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 



Seq. No. 


312184 


Seq. ID 


wyr700238510.hl 


Method 


BLASTX 


NCBI GI 


g2244855 


BLAST score 


193 


E value 


5.0e-15 


Match length 


66 


% identity 


59 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


312185 


Seq. ID 


wyr700238529.hl 


Method 


BLASTX 


NCBI GI 


g4539453 


BLAST score 


271 


E value 


3.0e-24 


Match length 


86 


% identity 


62 


NCBI Description 


(AL049500) putative protein [Arabidopsis thaliana] 


Seq. No. 


312186 


Seq. ID 


wyr700238539.hl 


Method 


BLASTX 


NCBI GI 


g3236247 


BLAST score 


268 


E value 


7.0e-24 


Match length 


83 


% identity 


66 


NCBI Description 


(AC004684) SCARECROW-like protein [Arabidopsis thaliana] 



44565 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312187 

wyr700238543.hl 

BLASTX 

g2435522 

239 

2.0e-20 

80 

59 

(AF0245Q4) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312188 

wyr700238544.hl 

BLASTX 

g3402703 

292 

1.0e-26 

88 
66 

(AC004261) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312189 

wyr700238568.hl 

BLASTX 

gl31770 

224 

1.0e-18 

59 

71 

40S RIBOSOMAL PROTEIN S9 {40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353__emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



Seq. No. 
Seq. ID , 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



312190 

wyr700238572.hl 

BLASTN 

g287834 

48 

4.0e-18 

48 

100 



NCBI Description Z.mays yptm2 cDNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312191 

wyr700238582.hl 

BLASTX 

g2651310 

139 

9.0e-09 

60 

48 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



Seq. No. 



312192 



44566 



Seq. ID 


wyr700238593.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


F. 1 lip 


6- Oe-11 


Match length 


36 




100 


tffeBI Description 


Xenopus lae^is 




J -L £. J. 


Seq. ID 


wvr700238613.hl 


Method 


BLASTN 


NCBI GI 


g236729 


BLAST score 


95 


TT TT3 Ilia 


5 Oe-4 6 


Match lencrfch 


143 


9- ■) /-J +■ -I +" \T 

o lucuui Ly 




NCBI Description 


met allot hionein 




"31 ?1 94 

J 1 il. 1 y T 


Seq. ID 


wvr700238656 hi 


Method 


BLASTX 


NCBI GI 


g629800 


BLAST score 


230 


E value 


1.0e-19 


Match length 


60 


% identity 


67 


NCBI Description 


pir7b protein - 



Genomic /mRNA, 1859 nt] 



rice >gi_498747_emb_CAA84024_ (Z34270) 
Pir7b [Oryza sativa] 



Seq. No. 


312195 


Seq. ID 


wyr700238660.hl 


Method 


BLASTX 


NCBI GI 


g218511 


BLAST score 


201 


E value 


6.0e-16 


Match length 


62 


% identity 


66 


NCBI Description 


(D10226) ribosomal 


Seq. No. 


312196 


Seq. ID 


wyr700238662.hl 


Method 


BLASTX 


NCBI GI 


g!667389 


BLAST score 


405 


E value 


7.0e-40 


Match length 


80 


% identity 


97 


NCBI Description 


(Y09238) 3-hydroxy 




[Zea mays] 


Seq. No. 


312197 


Seq. ID 


wyr700238665.hl 


Method 


BLASTX 


NCBI GI 


gll74850 


BLAST score 


318 


E value 


1.0e-29 



A reductase 



44567 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 
79 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD 2 
LIGASE 5) (UBIQUITIN CARRIER PROTEIN 5) 



312198 

wyr700238683.hl 
BLASTX - - 

gl352468 
283 

9.0e-26 

57 

88 

BETA- FRUCTOFURANOS I DASE 
HYDROLASE 1) (INVERTASE 
[Zea mays] 



(UBIQUITIN- PROTEIN 



1 PRECURSOR (SUCR0SE-6-PHOSPHATE 
1) >gi 1122439 (U16123) invertase 



312199 

wyr700238728.hl 

BLASTX 

g4417304 

157 

9.0e-ll 

94 

43 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 


312200 


Seq. ID 


wyr700238739.hl 


Method 


BLASTX 


NCBI GI 


g2842481 


BLAST score 


251 


E value 


7.0e-22 


Match length 


88 


% identity 


55 


NCBI Description 


(AL02174 9) extensin- 


Seq. No, 


312201 


Seq. ID 


wyr700238750.hl 


Method 


BLASTX 


NCBI GI 


g4539010 


BLAST score 


156 


E value 


9.0e-12 


Match length 


74 


% identity 


54 


NCBI Description 


(AL049481) putative : 




[Arabidopsis thalian. 


Seq. No. 


312202 


Seq. ID 


wyr700238753.hl 


Method 


BLASTN 


NCBI GI 


g4115614 


BLAST score 


160 


E value 


6.0e-85 


Match length 


266 



44568 



% identity 

NCBI Description 



90 

Zea mays mRNA for root cap-specific glycine-rich protein, 
complete cds 



Seq. No. 


312203 


Sea ID 


wyr700238758 .hi 


Method 


BLASTX 


LN\_/D-L OX 


a3399676 


BLAST score 


252 


V 1 no 

Hi V dJL LLC 


8 Oe-32 


Ms 1 on rri~ Vi 


90 


S: -I H^nt i t v 


79 


NCBI Description 


(AC005390) R31180 1 


Seq. No. 


312204 




wvr700238847 hi 


Method 


BLASTN 


LNV^-DX ui 


y o i x / o \j 




36 


Hi VaXLlC 


\j * uc x x 


l v idL.t--ii Xcxiyuii 




O XUU11L1 Uj 


100 


NPRT Dp c ?r*T"i nt "i on 


X^nonii^ lapvis cDNA 


Seq. No. 


312205 


Seq. ID 


wyr700238957.hl 


Method 


BLASTX 


NCBI GI 


g4106673 


BLAST score 


329 


E value 


5.0e-31 


Match length 


89 


% identity 


72 


NCBI Description 


(AL035064) queuine ' 



[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



[Schizosaccharomyces pombe] 
312206 

wyr700238962.hl 

BLASTX 

g699621 

311 

7.0e-29 

59 

100 

(D14578) glutamine synthetase [Zea mays] 
312207 

wyr700239008.hl 

BLASTN 

g22483 

131 

1.0e-67 

183 

94 

Z.mays RNA for superoxide dismutase Sod4 
312208 

wyr700239029.hl 



44569 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464849 

257 

8.0e-23 

52 

96 

TUBULIN ALPHA CHAIN >gi_48 6847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

312209 

wyr700239061.hl 

BLASTX 

g2641619 

256 

2.0e-22 

51 

94 

(AF032468) ubiquit in-conjugating enzyme protein E2 [Zea 
mays] 



Seq. No. 


312210 


Seq. ID 


wyr700239147 .hi 


Method 


BLASTX 


NCBI GI 


g2460251 


BLAST score 


388 


E value 


6.0e-38 


Match length 


82 


% identity 


93 


NCBI Description 


(AF020791) ferrochelatase [Hordeum 


Seq. No. 


312211 


Seq. ID 


wyr700239183.hl 


Method 


BLASTN 


NCBI GI 


g644492 


BLAST score 


71 


E value 


4.0e-32 


Match length 


96 


% identity 


92 


NCBI Description 


Corn elongation factor lalpha gene 


Seq. No. 


312212 


Seq. ID 


wyr700239212.hl 


Method 


BLASTX 


NCBI GI 


g4375833 


BLAST score 


278 


E value 


6.0e-25 


Match length 


88 


% identity 


61 


NCBI Description 


(AL021713) receptor serine/threonij 




[Arabidopsis thaliana] 


Seq. No. 


312213 


Seq. ID 


wyr700239252.hl 


Method 


BLASTX 


NCBI GI 


gl684855 


BLAST score 


303 



complete cds 



44570 



E value 7.0e-28 

Match length 90 

% identity 22 

NCBI Description (U77939) ubiqui tin- like protein [Phaseolus vulgaris] 

Seq. No. 312214 

Seq. ID wyr700239265.hl 

Method BLASTX 

NCBI GI gl35417 

BLAST score 500 

E value 5.0e-51 

Match length 93 

% identity 100 



NCBI Description TUBULIN MjPHA-3 CHAIN >gi_10094 6_pir JN0105 tubulin 

alpha-3 chain - maize >gi_22150_emb_CAA4 4 861_ (X63176) 

Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 
tubulin [Zea mays] 



Seq. No. 




beq. ID 


wyr / uuz jy^ o / • ni 


Method 


TIT 7\ o mv 

BLASTX 


NCBI GI 


g431437o 


JdIjAoI score 


1 A A 
14 4 


E value 


o . ue-uy 


Match length 


85 


% identity 


38 


NCBI Description 


(ALUUo^oZ) putative lipase [Araoiaopsis cnananaj 


Seq. No. 


312216 


Seq. ID 


wyr700239278 .hi 


Method 


BLASTN 


NCBI GI 


g408384 


BLAST score 


O / 


E value 


z . ue— i i 


Match length 


37 


% identity 


100 


NCBI Description 


Rattus norvegicus clone ndf20 neu differentiation 




mRNA, complete cds 


Seq. No. 


312217 


Seq. ID 


wyr700239309.hl 


Method 


BLASTX 


NCBI GI 


g4514637 


BLAST score 


391 


E value 


3.0e-38 


Match length 


82 


% identity 


95 


NCBI Description 


(AB021176) root cap protein 2 [Zea mays] 


Seq. No. 


312218 


Seq. ID 


wyr700239329.hl 


Method 


BLASTN 


NCBI GI 


g4204375 


BLAST score 


170 


E value 


6.0e-91 


Match length 


193 


% identity 


97 



44571 



NCBI Description Zea mays acidic ribosomal protein P2a-4 (rpp2a-4) mRNA, 
partial cds 



Seq. No. 


312219 


Seq. ID 


wyr700239376.hl 








cr3549639 


£5j_i>ioi score 


9^0 


J— i v axuc 


2. Oe-19 


jxiatcn iengT,ii 


U .7 


% identity 


£9 




/A.Tfins1Q4^ r*prpi vp t*— 1 "i Ice* nrntpin 3 


Seq, No. 


312220 


Seq. ID 


wyr700239383.hl 






MPDT (IT 




Diiiioi score 


o O 


E value 




Match length 


JO 


% identity 


inn 
1UU 


inv^dx uescnptiofl 


Y^Ti/^rMn <s 1 a^Tri o f'Pi'NTA 1 r°\T\ 0 1 7\ (~\ — 1 


oeq. wo . 


•31 OOOT 


oeq. iu 


wyj_ / uuz jjj .in 


Method 


BLASTX 


NCBI GI 


gl778093 


niiAb i score 


Z / 1 


Hi value 


-3 Dci-94 

J* UC ji. r± 


Match length 


Q Q 

by 


9- t /"I ^ 4~ t 4" t y 

•5 iu.eni.iuy 


si 


Nutsi Description 


^uo4yuzj putative sugar transporter, 




facilitative superfamily; integral i 




vulgaris j 


Seq. No. 


312222 


Seq. ID 


wyr700239461.hl 


Metnoa 


DT J\ C?rnvT 

bliAbiJN 


XTr*T5T CT 
JNCDl bl 


gjOZ 1 / O U 


BLAST score 


ob 


E value 


d . ue~n 


Match length 


JD 


% identity 


i An 
1UU 


inuoi uescnption 




Seq. No. 


312223 


Seq. ID 


wyr700239490.hl 


Method 


DliAo i A 


LN \_/ 1J -L Vj J_ 


^ <i> / \j \j \j 1 


BLAST score 


111 


E value 


2.0e-12 


Match length 


69 


% identity 


49 


NCBI Description 


(AC003105) putative cytochrome P450 


Seq. No. 


312224 


Seq. ID 


wyr700239558.hl 



[Arabidopsis thaliana] 



member of major 



[Beta 



44572 



Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3858939 

377 

1.0e-36 

89 
84 

(AL021636) serine/ threonine protein kinase like protein 
[Arabidopsis thaliana] 



uc(^« LM (J • 


_> X -J 




wyx / uuz jjjOi •ii-L 




DUxlU J. Z\. 


NCBI GI 


a4101568 


BLAST score 


358 


E value 


2.0e-34 


Match length 


81 


% identity 


86 


NCBI Description 


(AF004816) unknown 


Seq. No. 


312226 


Seq. ID 


wyr700239568.hl 


Method 


BLASTX 


NCBI GI 


gll68654 


BLAST score 


263 


E value 


3.0e-23 


Match length 


69 


% identity 


62 


NCBI Description 


BETA-GALACTOS I DASE 



[Triticum aestivum] 



PRECURSOR (LACTASE) 

>gi_542198_pir S41889 beta-galactosidase (EC 3.2.1, 

garden asparagus >gi_452712_emb_CAA54525_ (X77319) 
beta-galactosidase [Asparagus officinalis] 



23) 



Seq. No. 


312227 


Seq. ID 


wyr700239573.hl 


Method 


BLASTX 


NCBI GI 


gl00602 


BLAST score 


228 


E value 


3.0e-19 


Match length 


49 


% identity 


80 


NCBI Description 


infection-related ; 


Seq. No. 


312228 


Seq. ID 


wyr700239587.hl 


Method 


BLASTX 


NCBI GI 


g399414 


BLAST score 


327 


E value 


8.0e-31 


Match length 


64 


% identity 


98 


NCBI Description 


ELONGATION FACTOR 



>gi_322865_pir JC1454 translation elongation factor e'EF-1 

alpha chain - wheat >gi_170776 (M90077) translation 
elongation factor 1 alpha-subunit [Triticum aestivum] 
>gi_949878_emb_CAA90651_ (Z50789) elongation factor 1-alpha 
[Hordeuirr vulgare] 



44573 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312229 

wyr700239595.hl 

BLASTX 

g4582448 

290 

2.0e-26 

63 

81 

(AC007071) putative preprotein translocasje SecY subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312230 

wyr700239608.hl 

BLASTX 

g3021357 

209 

3.0e-17 

62 

68 

(AJ005082) UDP-galactose 4- 
tetragonoloba] 



■epimerase [Cyamopsis 



Seq. No. 


312231 


Seq. ID 


wyr700239621.hl 


Method 


BLASTN 


NCBI GI 


g559533 


BLAST score 


59 


E value 


1.0e-24 


Match length 


122 


% identity 


98 


NCBI Description 


Z.mays mRNA for defense-related protein 


Seq. No. 


312232 


Seq. ID 


wyr700239675.hl 


Method 


BLASTX 


NCBI GI 


gl351772 


BLAST score 


362 


E value 


7.0e-35 


Match length 


88 


% identity 


78 


NCBI Description 


HYPOTHETICAL 51.9 KD PROTEIN YCF45 (ORF455; 


>gi_1185186_einb_CAA91669_ (Z67753) ORF455, 




Porphyra ORF565 [Odontella sinensis] 


Seq. No. 


312233 


Seq. ID 


wyr700239718.hl 


Method 


BLASTX 


NCBI GI 


gl806140 


BLAST score 


150 


E value 


3.0e-10 


Match length 


39 


% identity 


79 


NCBI Description 


(X97314) cdc2MsC [Medicago sativa] 


Seq. No. 


312234 


Seq. ID 


wyr700239764.hl 


Method 


BLASTX 



44574 




NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2921304 
363 

6.0e-35 

88 

85 

(AF0334 96) herbicide safener binding protein [Zea mays] 

312235 r 

wyr700239768.hl 

BLASTX 

g3241943 

176 

1.0e-16 

64 
72 

(AC004625) hypothetical protein [Arabidopsis thaliana] 
312236 

wyr700239780.hl 

BLASTX 

g4079800 

177 

2.0e-13 

49 

67 

(AF052503) S-phase-specif ic ribosomal protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



312237 

wyr700239811.hl 

BLASTN 

g4218534 

56 

6.0e-23 

84 

92 

Triticum sp. mRNA for GRAB1 protein 
312238 

wyr700239838.hl 

BLASTX 

g4106515 

353 

8.0e-34 

90 

70 

(AF092743) CAK associated cyclinH homolog [Populus tremula 
x Populus tremuloides] 

312239 

wyr700239855.hl 

BLASTX 

g4586040 

301 

1.0e-27 

94 

60 



44575 



NCBI DescriDtion 


(AC007109) unknown protein [Arabidopsis thaliana] 




312240 


Seq. ID 


wyr700239909.hl 




BLASTX 


NCBI GI 


g2335108 


BLAST score 


159 


Za V Cti. LLC 


5 . Oe-11 


M;3 1" ph 1 pnerth 


72 


lueiiLxcy 






(AC002339) putative isulinase [Arabidopsis thaliana 




312241 


fcj C *J ■ 1U 


wvr700239912 .hi 




BLASTX 


MPRT (IT 




BLAST score 


357 


E value 


3.0e-34 




75 




93 


MPDT no err "i "n1~i r^n 


( AC0029 nu1-ative Clathrin Coat Assemblv orotein 




T Ar*abi fionsis thalianal 


DSCJ. JLNO. 


?1 99 A9 


Sea ID 


wyr700239913.hl 


Method 


BLASTX 


NCBI GI ' 


g3023817 


BLAST score 


279 


E value 


4.0e-25 


Match length 


69 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



80 

GLUCOSE- 6-PHOSPHATE 1- DEHYDROGENASE, CHOLOROPLAST ISOFORM 
PRECURSOR (G6PD) >giJL480344_emb__CAA67782_ (X99405) 
glucose-6-phosphate dehydrogenase [Nicotiana tabacum] 



312243 

wyr700240002.hl 

BLASTN 

g4206305 

54 

1.0e-21 

194 

82 

Zea mays retrotransposon Cinful-l r 



complete sequence 



312244 

wyr700240004.hl 

BLASTX 

g3549667 

395 

1.0e-38 

92 
84 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 



Seq. No. 



312245 



44576 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



wyr700240041.hl 

BLASTX 

g510190 

275 

1.0e-24 
66 
8 3 

(Z28341) 
sativum] 
sativum] 



chloroplast outer envelope protein 34 [Pisum 
>gi_3293201 (L36856) GTP-binding protein [Pisum 



312246 

wyr700240062.hl 

BLASTX 

g2648837 

178 

3.0e-13 

70 
49 

( AEO 00985) carboxyles t erase 



(estA) [Archaeoglobus fulgidus] 



312247 

wyr700240071.hl 

BLASTN 

g3341647 

101 

1.0e-49 

287 

85 

Zea mays Ama gene encoding single-subunit RNA polymerase 
312248 

wyr700240073.hl 

BLASTN 

g2232016 

287 

1.0e-160 

295 

99 

Zea mays viviparous-14 (vp!4) mRNA, complete cds 



312249 

wyr700240108.hl 

BLASTX 

g345731 

161 

1.0e-ll 

56 
45 

trithorax homolog HTX, version 1 



human ( fragment ) 



312250 

wyr700240132.hl 

BLASTX 

g4105125 

188 

1.0e-14 



44577 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. v 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



32 
94 

(AF043347) cell wall invertase; beta-fructosidase; Incw4 
[Zea mays] 

312251 

wyr700240133.hl 

BLASTX 

gl076809 

266 

7.0e-24 

58 

90 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H ( + ) -transporting ATPase 
[Zea mays] 

312252 

wyr700240160.hl 

BLASTX 

gl778093 

333 

2.0e-31 

83 

76 

(U64 902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

312253 

wyr700240165.hl 

BLASTN 

g559535 

70 

3.0e-31 

90 

94 

Z.mays mRNA for metallothionein 
312254 

wyr700240170.hl 

BLASTX 

g3850113 

211 

4.0e-17 

69 

61 

(AL033388) hypothetical integral membrane protein 
[Schizosaccharomyces pombe] 

312255 

wyr700240174.hl 

BLASTN 

g3819487 

86 

8.0e-41 
170 



44578 



% identity 88 

NCBI Description Hordeum vuigare genomic DNA fragment; clone MWG2013.uni 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312256 

wyr700240188.hl 

BLASTX 

g2500036 

153 

2.0e-10 

50 

54 

DIHYDROOROTASE PRECURSOR { DHOASE ) >gi__2121273 (AF000146) 
dihydroorotase [Arabidopsis thaliana] 
>gi_3292818_emb_CAA19808_ (AL031018) dihydroorotase 
[Arabidopsis thaliana] 

312257 

wyr700240212.hl 

BLASTX 

g2388561 

189 

1.0e-14 

80 
50 

(AC000098) Similar to Arabidopsis hypothetical protein 
PID:e326839 (gb_Z97337) . [Arabidopsis thaliana] 

312258 

wyr700240237.hl 

BLASTX 

g2062169 

199 

9.0e-16 

86 
41 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312259 

wyr700240269.hl 

BLASTX 

g3451066 

172 

2.0e-12 

64 

45 

(AL031326) hypothetical protein [Arabidopsis thaliana] 
312260 

wyr700240291.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 



44579 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312261 

wyr700240293.hl 

BLASTX 

gll6923 

159 

5.0e-ll 

60 
57 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 



Seq. No. 


312262 


beq. iu 


wyr / uuzftuouo . ni 


7Ufii»*s -1— lr\ /™\ 

Meinoa 


DT 7\ qrpvr 


NCBI G± 


go y / jyj 


oJjAo i score 


IOC 
IZ3 


E value 


C Art. v! 

o . ue-o4 


Match length 


"IOC 

1^3 


% identity 


1UU 


NCBI Description 


^•iiiays jyiiNJDiD iuKjN/i ior jjjnh— Dinamg protein 


Seq. No. 


312263 


Seq. ID 


wyr I\j\)Z4iJoZZ .nl 


Method 


DT 7\ CTV 


NCBI GI 


g2244965 


biiAbi score 


z / y 


E value 


3 . Oe-25 


Match length 


70 


% identity 


/ 4 


NCBI Description 


(/iy/o4Uj unnamea protein proaucr LHraoiaops. 


Seq. No. 


312264 


Seq. ID 


wyr7 0024 0352 .hi 


Method 


"DT 7\ cmv 


NCBI' GI 


g2306977 


BLAST score 


271 


E value 


4.0e-24 


Match length 


97 


% identity 


51 


NCBI Description 


(AF010145) hexose transporter [Aspergillus ; 


Seq. No. 


312265 


Seq. ID 


wyr700240365.hl 


Method 


BLASTX 


NCBI GI 


g4038642 


BLAST score 


362 


E value 


9.0e-35 


Match length 


98 


% identity 


68 


NCBI Description 


(D87063) chitinase [Emericella nidulans] 


Seq. No. 


312266 


Seq. ID 


wyr700240379.hl 


Method 


BLASTX 



44580 




NCBI GI 


g4587528 


OXinO x o X c 


148 


E value 


1.0e-09 


Match length 


66 


9r n /Sprit" i *h^7 


44 


MPRT Dcscriryhion 


(AC007060) Strong similarity to F19I3.2 gi 3033375 put; 




hpr*"hpv*i rip hri finp pnzvnip from ArabidoiDsis thaliana BAC 




gb AC004238. EST gb R90518 comes from this gene 


O G L£ ♦ ln lj ■ 


J X U / 


Seq. ID 


wyr700240403.hl 


Mp-f- hnH 


BLASTN 


NCBI GI 


g532622 


BLAST score 


94 


F, va ] iip 


2.0e-45 


Matrh lencrth 


252 




92 


NCBI Description 


Zea mays lipase (LIP) mRNA, complete cds 


iJC^i LN vj • 


31 996R 


Sea ID 


wyr700240425.hl 


Maf h oH 
L v le L.11VJLX 


01-1X1.0 X £\ 


NCBI GI 


g3075397 


BLAST score 


207 


IL V alUc 


1 • UC XL) 


Ma t* /™"H 1 print - h 

L1G1.L.L^11 Lii 


61 








(Af'0044R41 hvnothpt ioal orotein TArabidoosis thalianal 






Seq, ID 


wvr700240437 hi 

W y X. /V_'Li'__.MV_'T«_// t iix 


Mp-hViriH 


BLASTX 

i—> i i nu l/i 




a l 490873 

U 1 T ^. U U / vJ 


BLAST score 


337 


E value 


6.0e-32 


LiCt L. L^il xciiljl.ii 


7fi 




76 




fYQ8fiQ*M "i nnrnani r rVhn«?n]"iai~(=> tran^iDnrt'PT 2 rSolaniim 

\A JOO J XliL/X LJ GlliXL^ L/llL/O k^ild L.C LI OllQ^UL C X £-> ^ ^ X Clll Ulll 




1 1 ibp r o s i nn 1 




31 9970 




wvr700240467 hi 




RT.ASTN 


NCBI GI 


g3821780 


BLAST score 


36 




a np-1 1 

o • xx 


iicll.v— 11 xciiyL.il 


36 

*J L/ 


A r'A 07-1 -J- -i -f-xjr 


1 no 




Ypnnnn*? 1 a&^ri r*nMA r*l nrip 97Afi— 1 

Z^elixJLJLlO 1QC v ID L^LvlNi^ UXUiiC 1 ilvj X 


iJCtJ* LNL/ * 


31 9971 

JliZ, /X 


Seq. ID 


wyr700240472.hl 


Method 


BLASTX 


NCBI GI 


g4586038 


BLAST score 


347 


E value 


4.0e-33 


Match length 


93 



44581 



% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

(AC007109) putative heat shock protein [Arabidopsis 
thaliana] 

312272 

wyr700240547.hl 

BLASTN 

gl657766 

67 - , 

2.0e-29 

159 

43 

Zea mays retrotransposon Opie-2 5 ' LTR, primer binding 
site, gag gene, pol gene, complete cds, polypurine tract 
and 3 T LTR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312273 

wyr700240549.hl 

BLASTX 

g2213629 

357 

3.0e-34 

93 

80 

(AC000103) F21J9.21 [Arabidopsis thaliana] 
312274 

wyr700240564.hl 

BLASTX 

g!345977 

314 

4.0e-29 

80 

69 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
ISOZYME 2 >gi_904154 (L43921) microsomal omega-6 desaturase 
[Glycine max] 



312275 

wyr700240576.hl 

BLASTX 

gl34597 

297 

3.0e-27 

57 

98 

SUPEROXIDE DISMUTASE- 
superoxide dismutase 
maize 



4A (CU-ZN) >gi_100926_pir S07007 

(EC 1.15.1.1) (Cu-Zn) 4, cytosolic 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312276 

wyr700240649.hl 

BLASTX 

g4324597 

386 

1.0e-37 
94 



44582 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

(AF106324) 
thaliana] 



sodium proton exchanger Nhxl [Arabidopsis 



312277 

wyr700240674.hl 

BLASTX 

g3334200 

192 

4.0e-15 

43 
86 

GLYCINE DEHYDROGENASE (DECARBOXYLATING) PRECURSOR (GLYCINE 
DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM P-PROTEIN) 
>gi_2894362_emb_CAB16918_ (Z99770) P-Protein precursor 
[Solanum tuberosum] 



oeq. wo. 


O 1 OOTQ 
OlZZ I 0 


oeq. ±u 


wy r /uuz^u / u o . ni 


Mernoa 


BLAbTN 


NCBI GI 


_oooi Ton 

goo^l /o(J 


auAoi score 


Of: 

JO 


Hi Vallic 




iYiaucn lengtn 




% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


beq. wo* 


oi 99*7 Q 


beq. id 


wyr /Uuz4(J/zz. nl 




DT 7A CPNT 

dIjAo IN 


NCBI GI 


o o o *i t n r\ 

goo21780 


BLAST score 


JO 


E value 


d . ue— ll 




J o 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


312280 


Seq. ID - 


wyr700240731.hl 


Method 


BLASTX 


NCBI GI 


g3152620 


BLAST score 


197 


E value 


2.0e-15 


Match length 


60 


% identity 


53 


NCBI Description 


(AC004482) putative 




thaliana] 


Seq. No. 


312281 


Seq. ID 


wyr700240739.hl 


Method 


BLASTX 


NCBI GI 


gll3621 


BLAST score 


395 


E value 


9.0e-39 


Match length 


79 


% identity 


99 



[Arabidopsis 



NCBI Description FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 



44583 



>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 





312282 


a&rr TD 




M^1~hod 


BLASTN 


INboX \3± 




Dj_if\o l scoire 




£j V &X Lit; 


1 Of^-30 


A/T-a -4— V-i 1 ti /*t-|— Vi 

ruci.Li-.il xeiiy lii 


1 69 

X U -7 


% identity 


91 


NCBI Description 


Z.mays mRNA for metallothionein 




^1 228^ 


oeq. 1JJ 


Wyi / UOU D • I1X 


Mo+" Vi of"? 
L v ltS LilL/Ll 




JNbnx bl 


g^t / uo / u 


niiAol score 


1 HQ 

xUo 


1? T7 a 1 n o 
Hr Vd-LLLC 






17"} 


% identity 


91 


NCBI Description 


Zea mays transposable element ILS-1 


oeq. WO. 




O sis* th 

beq. ID 


wyr /UUZ4UOOO .ni 


jyieunoa 






gj / oozy4 


BLAST score 


on a 


iii ValUS 




LYiaLLrll J_cIiyL.Il 


fl7 


% identity 


49 


NCBI Description 


(AC005309) hypothetical protein [Arab 


oeq. iNo . 




beg. id 


wyr / uuzftuooy > ni 


Method 


TXT AQ r W 




goo o DO 


biiAoi score 


OCT 

0 


E value 


9 0^—99 


iria l cn x enyL n 


3 D 


% identity 


89 


NCBI Description 


(AF093629) inorganic pyrophosphatase 


Seq. No. 


312286 


Seq. ID 


wyr700240895.hl 


Method 


BLASTX 


NCBI GI 


g4006827 


BLAST score 


306 


E value 


3.0e-28 


Match length 


97 


% identity 


61 


NCBI Description 


(AC005970) subtilisin-like protease [, 


Seq. No. 


312287 



44584 



JClJf J- u 


wvr700?40909 hi 






NCBI GI 


g4204793 


BLAST score 


165 


Hj Value 


O ■ U fcr 


Ma +- y-«V» 1 o*n ni~ Vi 
luClLUIi -LCiiyUli 


11 


% identity 






(11^901^) P— rrl vrnnrnfpin TSolanum tiiberosiiiLil 


Q /-r \F/> 

oeq. JNO • 


"31 99PP 


Oorr TH 


w\7r70094099^ hi 


L v ltS LIIULJ. 


dxatio 1A 


1NOI5X bl 




BLAST score 


268 


E value 


6.0e-24 


tXiaXCli xeily l-il 


u _? 




71 


"M* "D T y*N /"i t 4* *i /"\ t> 

lnudx uescnption 


\r\±j\J£ £ OU Z) ) pULdLlvc ycuLlillci y X U. L,cLilLy _L L.X alio J_ el do C 




Lndllaua j 


oeq. wo. 




<3orr TH 


w\/r7 0094 1 01 1 hi 


l v ltr LX1QU. 




NCBI GI 


g2062705 


BLAST score ^ 


37 


Hi VaxUc 


1 np-1 i 




O l 


% identity 


1UU 


xN^BX UcoCiipLlOIl 


ilUxlla.Il JJUCyxOpilXXXIi ^Dir UirU-Nri, v^vJilL^JXt; L,fcS L*U.& 


beq. no. 


01 00 an 


beq. IIJ 


Wyx / UU^yiUlD. ilX 


rue LiivJvJ. 


ni 1 /-\ 1. > x IN 


NCBI GI 


g312180 


BLAST score 


41 


E value 


c Ho — 1 A 


1 id L. (—11 JLtJiJ.yL.il 




% identity 


Q1 
i?X 


L/C o L,X J-fcs L.-HJI1 


£i*lLLCLyo Oa^O'l y "C-litJ 


beq. ino. 




oeq. 1U 


wur7nfl941 01 P hi 

wyx / uu^fixuxo tin 


Mpf hnH 


RT.ASTX 


NCBI GI 


gl!2994 


BLAST score 


232 


E value 


1.0e-19 


Match length 


60 


% identity 


80 



[Arabidopsis 



NCBI Description 



GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 
Seq. ID 



312292 

wyr700241043.hl 



44585 








NCBI GI 


gl209756 


BLAST score 


230 


£i VdiUc 


0 Ho — 1 Q 

z . ue i .? 


Match, length 


1 0 


% identity 


3D 


LN^Dl UcoOX iptlOIl 


^Ut JUi J / III LCy X a. X ILlCilUw'i. ClllC piULClll [ DC La v uiyaiiij J 


beq# JNO. 






wr7nn941 047 hi 
wyi / uu^fiiui / .iu. 


4— /"\ 

i v je tnou 


RT Zl QTY 


NCBI GI 


g3292825 


BLAST score 


363 


E value 




jxiarcn lengtn 


0 4 


■s identity 


i f 


NCBI Description 


^>y_iU jiuio / nypot,nei,icai protein [firaDiaopsis tnananaj 


beq. JNO. 






wyr / uui*tiuoo •ni 






NCBI GI 


g3080397 


BLAST score 


182 


E value 


z . ue-io 


Match length 


7 £ 


identity 


c o 

50 


NCBI Description 


(AiiUzZbuo) nypotneticax protein [Araoiaopsis tmaiianaj 


Seq. No. 


ol^zyo 


beq. iu 


wyr /uUi4iUb/. ni 


Method 


TIT 2i QTY 


WUrsl bl 


gz o^; / / 14 


BLAST score 


193 


E value 


5.0e-15 


Match length 


yu 


is laenuitiy 


0 1 


NCBI Description 


(AL021684) receptor protein kinase — like protein 




[Arabidopsis thaliana] 


Seq. No. 




oeq. in 


wyr /uu^4iU/u. ni 


i v iex-iioci 


RT liQT'Y 


NCBI GI 


g3059131 


BLAST score 


265 


E value 


^ . ue~z4 


JMaucn lengtn 


yo 


% identity 


56 


nlbi Description 


(AJUUU4/o) cytocnrome F45U LHeliantnus tuJoerosusj 


Seq. No. 


"5i rn 

312297 


Seq. ID 


wyr/UU241u/ /.nl 




RT ZiQTY 


NCBI GI 


g4510363 


BLAST score 


263 


E value 


4.0e-23 


Match length 


55 


% identity 


87 



44586 



NCBI Description 



(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312298 

wyr700241081.hl 

BLASTX 

g2244847 

164 

9.0e-21 

87 

51 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312299 

wyr700241083.hl 

BLASTX 

g710626 

177 

4.0e-13 

39 
72 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_38 94181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] *- 



Seq. No. 


312300 


Seq. ID 


wyr700241085.hl 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


41 


% identity 


98 


NCBI Description 


Human butyrophilin 


Seq. No. 


312301 


Seq. ID 


wyr700241160.hl 


Method 


BLASTX 


NCBI GI 


g3548810 


BLAST score 


153 


E value 


2.0e-10 


Match length 


58 


% identity 


57 


NCBI Description 


(AC005313) putative 




protein [Arabidopsi; 


Seq. No. 


312302 


Seq. ID 


wyr700241177.hl 


Method 


BLASTX 


SCBI GI , : 


g2392025 


BLAST score 


250 


E value 


9.0e-22 


Match length 


53 


% identity 


87 



(BTF5) rnRNA,, complete cds 



NCBI Description (D88420) stromal ascorbate peroxidase [Cucurbita sp.] 



44587 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312303 

wyr700241186.hl 

BLASTX 

g2132183 

221 

2.0e-18 

65 
62 

hypothetical protein YPL088w - yeast (Sac char omyces 
cerevisiae) >gi_1151238 (U43281) Lpg20p [Sacchar omyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312304 

wyr700241201.hl 

BLASTX 

g4490330 

260 

4.0e-23 

53 

94 

(AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312305 

wyr700241211.hl 

BLASTX 

g3024018 

356 

4.0e-34 

69 

97 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_154 6919^emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 


312306 


Seq. ID 


wyr700241303.hl 


Method 


BLASTX 


NCBI GI 


g2655295 


BLAST score 


286 


E value 


6.0e-26 


Match length 


57 


% identity 


95 


NCBI Description 


(AF032976) germin-like protein i 


Seq. No. 


312307 


Seq. ID 


wyr700241308.hl 


Method 


BLASTX 


NCBI - GI 


g4544389 


BLAST score 


212 


E value 


3.0e-17 


Match length 


48 


% identity 


75 


NCBI Description 


(AC007047) putative homeodomain 




thaliana] 



6 [Oryza sativa] 



44588 



Seq,, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312308 

wyr700241323.hl 

BLASTX 

g3445209 

212 

3.0e-17 

62 
56 

(AC004786) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312309 

wyr700241344.hl 

BLASTX 

g4468802 

283 

1.0e-25 

75 

63 

(AL035601) cytochrome p450-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312310 

wyr700241387.hl 

BLASTX 

g3075400 

271 

3.0e-24 

80 

62 

(AC004484) putative thromboxane -A synthase [Arabidopsis 
thaliana] >gi_34 13720 (AC004747) putative thromboxin-A 
synthase [Arabidopsis thaliana] 

312311 

wyr700241446.hl 

BLASTX 

g4567303 

167 

3.0e-12 

38 

71 

(AC005956) unknown protein [Arabidopsis thaliana] 
312312 

wyr700241511.hl 

BLASTX 

gl362152 

443 

2.0e-44 

92 
90 

ribosomal protein S6 kinase homolog (clone Aspkll) - oat 
>gi_871986_emb_CAA56313_ (X79992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 



44589 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



€> • 

312313 

wyr700241512.hl 

BLASTX 

g4204277 

209 

6.0e-17 

44 
82 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
312314 

wyr700241515.hl 

BLASTX 

gl402886 

356 

4.0e-34 

93 

71 

(X98130) unknown [Arabidopsis thaliana] 



312315 

wyr700241518.hl 

BLASTX 

g2832661 

252 

6.0e-22 

92 

51 

(AL021710) pherophorin - 
thaliana] 



like protein [Arabidopsis 



312316 

wyr700241537.hl 

BLASTX 

g3925229 

163 

1.0e-ll 

33 
97 

(AF037032) peroxidase J [Zea mays] 
312317 

wyr700241571.hl 

BLASTX 

g3158372 

150 

5.0e-10 

32 

48 

(AF035383) polyubiquitin [Arabidopsis thaliana] 

312318 , 

wyr700241574.hl 

BLAST N 

gl322276 

63 

5.0e-27 

44590 




Match length 102 
% identity 91 

NCBI Description Triticum aestivum histone H2A gene, complete cds. 

>gi_1325967_emb_X94973_TAH2A274 T. aestivum histone H2A gene 
(clone TH274) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312319 

wyr700241610.hl 

BLASTN 

g22330 

99 

2.0e-48 

119 

97 

Z.mays Zmhoxla mRNA for homeobox protein 
312320 

wyr700241643.hl 

BLASTN 

g22292 

68 

4.0e-30 

112 

90 

Z.mays mRNA for glycine-rich protein 
312321 

wyr700241687.hl 

BLASTN 

g551482 

89 

1.0e-42 

122 
94 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

312322 

wyr700241707.hl 

BLASTX 

g2500522 

367 

2.0e-35 

78. - 
95 ' 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) >gi_603190 
(U17979) translation initiation factor eIF-4A [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312323 

wyr700241718.hl 

BLASTX 

gl22074 

200 

5.0e-18 

60 
87 

HISTONE H3.2 



44591 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312324 

wyr700241725.hl 

BLASTX 

gl763277 

251 

8.0e-22 

87 

51 

(U73656) tryptophan decarboxylase 



312325 

wyr700241751.hl 

BLASTN 

g2062705 

36 

7.0e-ll 

36 

100 

Human butyrophilin 



[Camptotheca acuminata] 



(BTF5) mRNA, complete cds 



312326 

wyr700241753.hl 

BLASTX 

g4538968 

176 

5.0e-13 

70 

51 

(AL04 9488) putative protein kinase 



[Arabidopsis thaliana] 



312327 

wyr700241761.hl 

BLASTX 

g678547 

298 

3.0e-27 

96 

62 

(L13654) peroxidase [Lycopersicon esculentum] 



312328 

wyr700241763.hl 

BLASTX 

g600872 

235 

6.0e-20 

49 

96 

(U17897) starch branching enzyme I 
(AF072724) starch branching enzyme 



[Zea mays] >gi_ 
I [Zea mays] 



3309178 



312329 

wyr700241852.hl 

BLASTN 

g531030 

61 



44592 



E value 
Match length 
% identity 
NCBI Description 



6.0e-26 

121 

88 

Pennisetum ciliare apomixis-associated mRNA 
>gi_531483_emb_Z36546_PCAPOSPA3 P. ciliare (Higgins) 
apospory associated mRNA, 876bp 

>gi_549985_gb_U13149_PCU13149 Pennisetum ciliare possible 
apospory-associated mRNA clone pSUB 3-la, partial cds 



Sea No 


312330 






Method 


BLASTN 


NCBI GI 


a520567 

VJ w \p/ ^ \J f 


BLAST score 


12 


E value 


2.0e-32 


Mat ph 1 onrrfh 


iJu 


O _L \J.KZ 111 L <— _y 


87 


MfRT Hoorr-lnf i nn 
lN^Jji. UcoLl iptlUll 


^cllUIliub UlXldXlb OXOIlc Jfcr A / peroxidase IU.£\iN.H./ 


uctj • LNU • 


o-i OOOI 
JliJJi 










NCRT GT 


aS3?6?? 


BLAST score 


37 


E value 


1.0e-ll 




Oi? 




o o 


in^cl uescripLion 


£iea mays .Lipase [Liisr) itikjna^ compxene cos 


oeq. wo. 




DSq. ±u 


wyir / uuzftijox . nr 


IMC Ull^VU. 




NfRT GT 




J3J_Lrt.O -L t_/_L ti 


^ u 


E value 




Match length 


116 


% identity 


96 


LN^J3± UcoCiiptlOIl 


iiea mays enao~*± f 3—± r *i— oeua jj gj.ucanase mKJNA/ 


Oq« tCfr\ 

oeq . wo . 


"^1 Oil** 


oeq. Lu 


wyr /uuz4xyo/. ni 


TUT 4— W 


tSltAo IN 


NCBI bl 


glQ4o4yD 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


45 


% identity 


96 


NCBI Description 


Spermophilus tridecemlineatus 26S Proteasome 




a conserved ATPase domain protein of 44kDa 




complete cds 


Seq. No. 


312334 


Seq. ID 


wyr700242016.hl 


Method 


BLASTX 


NCBI GI 


g2425064 


BLAST score 


223 


E value 


1.0e-18 



complete cds 



complete cds 



S.U. CADp44 - 
(CADp44) gene, 



44593 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
:-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



46 
87 

(AF019146) cysteine proteinase Mir2 [Zea mays] 
312335 

wyr700242021.hl 

BLASTX 

g2388585 

230 

2.0e-19 

64 

73 

(AC000098) Similar to Caenorhabditis unknown protein 
T03F1.1 (gb_U88169) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312336 

wyr700242041.hl 

BLASTX' 

g2662341 

213 

2.0e-17 

42 

98 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2662345_dbj_BAA23659_ (D63582) 
sativa] >gi_2662347_dbj_BAA23660_ 
[Oryza sativa] 



EF-1 alpha [Oryza 
;D63583) EF-1 alpha 



312337 

wyr700242058.hl 

BLASTX 

g2665890 

222 

1.0e-18 

43 

93 

(AF035944) calcium-dependent protein kinase [Fragaria x 
ananassa] 

312338 

wyr700242073.hl 

BLASTX 

g3860263 

204 

2.0e-16 

91 
48 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 

312339 

wyr700242128.hl 

BLASTN 

gl815659 

107 

2.0e-53 
142 



44594 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

Oryza sativa low molecular mass heat shock protein 
Oshspl7.3 (OSHSP17.3) gene, complete cds 

312340 

wyr700242131.hl 

BLASTX 

gll70937 

215 

2.0e-19 

60 

87 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

312341 

wyr700242161.hl 

BLASTN 

g902585 

46 

3.0e-17 

95 

93 

Zea mays clone MubG9 ubiquitin gene, complete cds 
312342 

wyr700242196.hl 

BLASTX 

g2911072 

326 

1.0e-30 

87 

69 

(AL021960) putative protein [Arabidopsis thaliana] 
312343 

wyr700242203.hl 

BLASTX 

g2642158 

176 

4.0e-13 

88 
45 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
312344 

wyr700242216.hl 

BLASTX 

g4467134 

310 

9.0e-29 

90 
70 

(AL035540) protein kinase like protein [Arabidopsis 
thaliana] 



44595 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312345 

wyr700242225.hl 

BLASTX 

gll71965 

355 

4.0e-34 

87 

71 

PHOSPHATIDYLINOSITOL 3-KINASE, ROOT ISOFORM (PI3-KINASE) 
(PTDINS-3-KINASE) (PI3K) (SPI3K-5) >gi_736339 (L27265) 
phosphatidylinositol 3-kinase [Glycine max] 

312346 

wyr700242258.hl 

BLASTX 

g2984709 

226 

7.0e-19 

66 

73 

(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 



312347 

wyr700242262.hl 

BLASTX 

g2330649 

190 

6.0e-15 

42 
86 

(Y14558) topoisomerase I 



[Pisum sativum] 



312348 

wyr700242264.hl 

BLASTX 

gl769901 

258 

1.0e-22 

76 

63 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 

312349 

wyr700242276.hl 

BLASTX 

g4263716 

153 

2.0e-10 

57 

47 

(AC006223) putative alanine acetyl transferase [Arabidopsis 
thaliana] 



Seq. No. 



312350 



44596 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wyr700242289.hl 

BLASTX 

g2244906 

160 

3.0e-ll 

77 

39 

( Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

312351 

wyr700242309.hl 

BLASTX 

g3298474 

181 

3.0e-25 

78 

83 

(AB012765) ovpl [Oryza sativa] 
312352 

wyr700242310.hl 

BLASTX 

g639722 

231 

1.0e-19 

45 
91 

(L27484) calcium-dependent protein kinase [Zea mays] 
312353 

wyr700242352.hl 

BLASTX 

g4337187 

202 

2.0e-16 

54 

69 

(AC006403) putative prolylcarboxypeptidase, 5' partial 
[Arabidopsis thaliana] 

312354 

wyr700242353.hl 

BLASTX 

g3510264 

201 

3.0e-16 

55 

55 

(AC005310) hypothetical protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312355 

wyr700242357.hl 

BLASTX 

g!076331 

144 



44597 



E value 
Match length 
% identity 
NCBI Description 



2.0e-09 

64 

48 

histidine transport protein - Arabidopsis thaliana 
>gi_510238_emb_CAA54634_ (X77503) oligopeptide transporter 

1-1 [Arabidopsis thaliana] >gi_744157_prf 2014244A His 

transporter [Arabidopsis thaliana] 



Seg. No. 


312356 


Spa TD 


wvr700242361 hi 






NPBT GT 

L\ X-f M. \J Jm 


al67531 


BLAST score 


151 


E value 


2.0e-ll 


Match length 


70 


% identity 


53 


NCBI Description 


(M91374) peroxidase 


Seg. No. 


312357 


Seg. ID 


wyr700242376.hl 


Method 


BLASTX 


NCBI GI 


g571330 


BLAST score 


234 


E value 


6.0e-20 


Match length 


82 


% identity 


55 


NCBI Description 


(U11034 ) ent-kaurene 



[Cucumis sativus] 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



nthetase A [Arabidopsis thaliana] 
>gi_4263508_gb_AAD15334_ (AC004044) ent-kaurene synthetase 
A [Arabidopsis thaliana] 

312358 

wyr700242436.hl 

BLASTX 

g3928543 

176 

4.0e-13 

76 
41 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312359 

wyr700242480.hl 

BLASTN 

g3821780 

36 

6.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 



312360 

wyr700242489.hl 

BLASTX 

gll8038 

166 

4.0e-12 



44598 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 
78 

CYTOCHROME C >gi_65493_pir CCUS cytochrome c - smut fungus 

(Ustilago sphaerogena) 



312361 

wyr700242521.hl 

BLASTX 

g3953479 

402 

1.0e-39 

90 

84 

(AC002328) F2202.24 



[Arabidopsis thaliana] 



312362 

wyr700242584.hl 

BLASTN 

g3819443 

36 

5.0e-ll 

84 

86 

Hordeum vulgare genomic DNA fragment; clone MWG0943.uni 
312363 

wyr700242616.hl 

BLASTX 

g2911075 

176 

3.0e-13 

51 
67 

(AL021960) putative protein [Arabidopsis thaliana] 



312364 

wyr700242627.hl 
BLASTX 
gl706260 
308 

2.0e-28 
79 
77 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 
>gi_6 4359 7_db j _BAA0 8244 
mays] 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 

{D45402) cysteine proteinase [Zea 



312365 

wyr700242646.hl 

BLASTX 

gl935021 

270 

4.0e-24 

83 
69 

(Z93775) monosaccharid transport protein [Vicia faba] 



44599 



Seq. No. 


312366 


Seq. ID 


wyr700242696.hl 


Method 


BLASTX 


NCBI GI 


g2129553 


BLAST score 


238 


E value 


3.0e-20 


Match lenath 


60 


% identity 


72 


"MPRT Dp^critrt ion 


calcium- dependent protein kinase 6 - Arabidopsis thaliana 


Seq. No. 


312367 


Sea ID 


wyr700242701.hl 


Method 


BLASTX 


NCBI GI 


gl790483 


RT.AST qrnrp 

XJC\*J X OUU1C 


163 


F. valup 

UJ V IX ^ 


8.0e-12 


Mji +■ c^Vi 1 on rr^ - "h 

XiCL 1— Oil _L.di.iU l_ XX 


63 


% identity 


51 


NPRT np^rri nt inn 


(AE000478) orf, hypothetical protein [Escherichia coli] 


Seq. No. 


312368 


Seq. ID 


wyr700242810.hl 


Mp1~ hnH 


BLASTX 


MPDT (ZJ 




DijniJl ijOUIC 


212 


E value 


3.0e-17 


Match length 


43 


& 1 HpTtt" 1 "l~\7 

o XU.CHLX i_,_y 


91 

-/ X 


NCBI DpscriDt ion 


(AC003114) Contains similarity to pre-mRNA splicing factor 




fSF?} P33 qnhnni t - ah M72709 from Homo saniens ESTs 

\ UL Ci / ^ X *w/ O IXX*/ LX1 1 X. L» y 1_/ LI / / V/ _/ X. X. Will IIWIILV-/ k-? -I- ^ 11 w . J—l k*» J- w 




gb T42588 and gb R65514 come from this gene. [Arabidopsis 




+"ha 1 i 3nfl 1 

LlluX X.C111CL J 




312369 


ijClj • X u 


wvr700242813 hi 


Method 


PLASTY 




al!70303 

1^ X X / U JU J 


BLAST score 


163 


E value 


2.0e-ll 


Ma'hcVi 1 pnn"f~hi 


52 


S; "J Hpn-f- -j f V 


62 




HFMOLYSTN SF.ORF.TTON ATP-RTNDTNG PROTEIN CHROMOSOMAL 

nijLlk/XJ 1 O XLN kJi-JViXJ-Jl lviN fll X DXLNUXLNu L7 L\v X Xj X V* f ^ni\vLlUOULiraiJ 


>ai 146380 (M10133} chromosomal hemolvsin B (hlvB) 




r P Qph pr "i oVi 1 ^ 1 "I 1 

LLjol-iicx x oiix a uuxx j 


Spa No 


312370 


Seq. ID 


wyr700242839.hl 


L1C 1— 1 IV^^-i 


BLASTX 


NCBI GI 


gl27579 


BLAST score 


185 


E value 


4.0e-14 


Match length 


64 


% identity 


64 


NCBI Description 


MYB- RELATED PROTEIN HV1 >gi_82423__pir S04896 transforming 




protein (myb) homolog (clone Hvl) - barley 




>gi_2130044_pir S61506 Mybl protein - barley 



44600 



>gi_19051_emb_CAA50222_ (X70877) MybHvl [Hordeum vulgare] 
>gi_19053_emb_CAA50224_ (X70879) MybHvl [Hordeum vulgare] 

>gi_227030_prf 1613412A myb-related gene Hvl [Hordeum 

vulgare var. distichum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



312371 

wyr700242846.hl 

BLASTN 

g6598523 

45 

3.0e-16 

88 
89 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

312372 

wyr700242885.hl 

BLASTX 

gl709000 

371 

7.0e-36 

76 

91 

S - ADENOS YLMETHI ONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 

312373 

wyr700242985.hl 

BLASTX 

g2829871 

213 

2.0e-17 

44 

80 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
312374 

wyr700242995.hl 

BLASTN 

g!491773 

75 

3.0e-34 

152 

88 

Z.mays mRNA for cysteine proteinase, Seel 
312375 

wyr700243027.hl 

BLASTX 

g3360289 

205 

2.0e-35 

81 

98 



44601 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF023164) leucine-rich repeat transmembrane protein kinase 
1 (Zea mays] 

312376 

wyr700243054.hl 

BLASTX 

g3426062 

179 

2.0e-13 

56 
64 

(AJ007587) monooxygenase [Arabidopsis thaliana] 
312377 

wyr700243085.hl 

BLASTX 

g3193290 

176 

2.0e-13 

66 

58 

(AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase.hmm, score: 165.48), to legume lectins beta 
domain (Pfam: lectin__legB. hmm, score: 125.64) and legume 
lectins alpha domain {Pfam: lectin_legA. hmm, score: 16.72) 
[Arabido 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312378 

wyr700243095.hl 

BLASTX 

g3874889 

174 

8.0e-13 

45 

73 

(Z48045) similarity to the transmembranous domains of yeast 
ERS1 protein; cDNA EST EMBL:D69878 comes from this gene; 
cDNA EST EMBL:D66181 comes from this gene; cDNA EST 
yk413c7.5 comes from this gene [Caenorhabditis elegans] 

312379 

wyr700243138.hl 

BLASTX 

g3080432 

199 

9.0e-16 

58 

71 

(AL022605) hypothetical protein [Arabidopsis thaliana] 
312380 

wyr700243159.hl 

BLASTX 

gl853968 

171 

2.0e-12 
52 



44602 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCB'I Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



65 

(D88121) 



CPRD12 protein [Vigna unguiculata] 



312381 

wyr700243184.hl 

BLASTX 

g3421109 

204 

2.0e-16 

41 
100 

(AF043533) 20S proteasome beta subunit PBC2 [Arabidopsis 
thaliana] 

312382 

wyr700243186.hl 

BLASTX 

gl617270 

390 

3.0e-38 
84 

8i : 

(X94624) acyl-CoA synthetase [Brassica napus] 
312383 

wyr700243269.hl 

BLASTX 

g4406812 

224 

1.0e-18 

49 

90 

(AC006201) putative DNA binding protein [Arabidopsis 
thaliana] 

312384 

wyr700243271.hl 

BLASTX 

g 4544451 

215 

1.0e-17 

78 
55 

(AC006592) unknown protein [Arabidopsis thaliana] 
312385 

wyr700243340.hl 

BLASTX 

g3450889 

226 

6.0e-19 

80 
56 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
312386 

wyr700243357.hl 



44603 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX r - 

g2654088 

276 

9.0e-25 

91 

51 

(AF033118) potassium transporter [Arabidopsis thaliana] 
>gi_2688979 (AF029876) high-affinity potassium transporter 
AtKUPlp [Arabidopsis thaliana] >gi_3150413 (AC004165) 
high-affinity potassium transporter (AtKUPl) [Arabidopsis 
thaliana] >gi_3420045 (AC004680) high-affinity potassium 
transporter (AtKUPl) [Arabidopsis thaliana] 

312387 

wyr700243372.hl 

BLASTX 

g3024018 

373 

4.0e-36 

73 

97 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 


312388 


Seq. ID 


wyr700243447.hl 


Method 


BLASTX 


NCBI GI 


g4164408 


BLAST score 


274 


E value 


2.0e-24 


Match length 


75 


% identity 


60 


NCBI Description 


(AJ132228) amino acid carrier [Ricinus communis] 


Seq. No. 


312389 


Seq. ID 


wyr700243466.hl 


Method 


BLASTX 


NCBI GI 


g4185131 


BLAST score 


246 


E value 


3.0e-21 


Match length 


48 


% identity 


83 


NCBI Description 


(AC005724) putative zinc finger protein [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312390 

wyr700243475.hl 

BLASTX 

gl491774 

267 

9.0e-24 

79 

71 

(X99936) cysteine 



protease [Zea mays] 



44604 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312391 

wyr700243559.hl 

BLASTX 

g3738319 

322 

4.0e-30 

73 

81 

(AC005170) hypothetical protein [Arabidopsis thaliana] 
312392 

wyr700243578.hl 

BLASTN 

gl546918 

114 

2.0e-57 
114 

100 , - 

Z.mays mRNA for translation initiation factor 5A 
312393 

wyr700243602.hl 

BLASTX 

g4558556 

166 

6.0e-12 

76 
50 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

312394 

wyr700243608.hl 

BLASTN 

g551482 

125 

5.0e-64 

256 

88 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

312395 

wyr700243662.hl 

BLASTX 

g477819 

280 

4.0e-25 

96 

59 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 



312396 



44605 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wyr700243667.hl 

BLASTX 

g!654140 

181 

1.0e-13 

54 
70 

(U37840) lipoxygenase [Lycopersicon esculentum] 
312397 

wyr700243691.hl 

BLASTX 

g82696 

273 

2.0e-24 

62 

87 

glycine-rich protein - maize >gi_22293i_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

312398 

wyr700243721.hl 

BLASTX 

gl754999 

273 

2.0e-24 

54 

98 

(U48691) calmodulin TaCaM2-2 [Triticum aestivum] 
>gi_1755001 (U48692) calmodulin TaCaM2-3 [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



312399 

wyr700243722.hl 

BLASTX 

g!709358 

273 

2.0e-24 

87 

53 

NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 

PHOSPHOHYDROLASE) (NTPASE) >gi_629638_pir S48859 

nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi_563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 

312400 

wyr700243744.hl 

BLASTX 

g4585873 

355 

4.0e-34 

86 

74 



44606 



NCRT Dpqrri nf i on 


fAPOOSR'Sfn Pni"at"i vp oroi'Pi'n lei na^p F Arahi dno*? "i thali^na 

I -ti'o' \J \J \j i^J \J i i_ \Ji W d L- J- V W K-' J— \J W ^5 Xll X 1 C<L fc-J 1 x^J_ dUM* *1* VjIWL/ -L- k_3 1^ X Id C*. A 


OC^ • iNvJ • 


^1 9401 


Seq. ID 


wvr700243757 hi 




BLASTN 


NCBI GI 


gl935910 


BLAST score 


51 


1 1 1 o 

J—i V Q. _1_ d W 


7 . Oe-20 


Match, length 


111 






NCBI Description 


Zea mays lethal leaf—spot 1 (llsl) gene, partial cds 


Oorr Wo 


"31 9409 


k_J ~ • X u 


wvr700943760 hi 


Mpthod 


BLASTX 


NCBI GI 


g3056725 


BLAST score 


236 


V ^ra 1 no 


^ 0o-90 


Match length 


94 
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k_) * X IS 


w\/r7009437fi1 hi 


1TJO UilvJU 




NCBI GI 


gll81331 


BLAST score 


356 


Ei Vdxtie 


/I 0o-^4 

ft • ue oft 




89 


t> identity 


P9 


Visual. UcoOLxpLlUXl 




Q o /r Ma 


OxZftUft 


Seq. ID 


wvr700943771 hi 
wyx j u u^io / / x * iix 


Method 


BLASTN 


NCBI GI 


a4140643 


BLAST score 


178 


E value 


1.0e-95 


Ma +* r*h 1 anrrfVi 
lid n -Lctiy uii 


9^8 

& JO 


?: i df^nt" 1 1" v 


92 


IN^Dx UfcioL-X X]J L1UI1 


ZjGo. iliayb OUblllxU. ±X.^£iJ.U KUa aipiia Zclll ycllc CiUoucIf 




/-^/-srfiT^ "1 o"f~ o oo/Tnonoo 


OC\j< 1NU • 


O x^ ft UO 


^pa TD 

k_) « X u 


wvr70094^891 hi 

wyx / uu^uoix • in 


Method 


l ' lln ' 1 ± z\. 


NCBI GI 


g4585907 


BLAST score 


165 


xra 1 no 


Q Do-1 9 




41 

*± X 


Or n T"\ "4"~ T ^ff 

^ laentity 


/ O 


NCBI Desnrirvfcion 


( APOO h* 9 Qff ^ nnlfnnwn nrntpi n fArahi dory^H <5 "l~h^1 "i anal 

^ fi^ \J \J \J Z.. -/ kJ J Lt.1 1 J\.L iUV*ll U UCXll [Hi. CiiJXUUL/OXij UllClXXClllCLJ 


Seq. No. 


312406 


Seq. ID 


wyr700243853.hl 


Method 


BLASTX 


NCBI GI 


gll72836 



44607 



BLAST score 379 
E value 8.0e-37 
Match length 72 
% identity 96 

NCBI Description GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_496272 (L16787) 
small ras-related protein [Nicotiana tabacum] 



Seq. No. 




oeq* iu 


wyr /vuz^oov^i .nx 


Method 


BLASTX 


MOOT f^T 

NCBI bl 


giy4bzDo 


oiiAoi score 


onn 


Ei value 


Q f|o — 1 £ 
O • Uc lO 


lYlaX.OIl -LcIiyL.il 


JO 


% identity 


87 


NCBI Description 


(Y11414) myb [Oryza 


Seq. No. 


312408 


Seq. ID 


wyr700243866.hl 


Method 


BLASTN 


NCBI GI 


g22263 


BLAST score 


77 


E value 


2.0e-35 


Match length 


211 


% identity 


85 


NCBI Description 


Z.mays Ds insertion 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312409 

wyr700243882.hl 

BLASTX 

g2499614 

276 

9.0e-25 

57 

93 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG NTF3 (P43) 

>gi_481830_pir S39559 mitogen-activated protein kinase 3 

homolog ntf3 - coitimon tobacco >gi_406751_emb_CAA4 9592_ 
(X69971) NTF3 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312410 

wyr700243886.hl 

BLASTX 

g2911052 

205 

1.0e-16 

54 

69 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



312411 

wyr700243918.hl 

BLASTX 

gl29582 

298 

1.0e-27 
62 



44608 



% identity 

NCBI Description 



87 

PHENYLALANINE AMMONIA-LYASE 1 >gi_82063_pir S044 63 

phenylalanine ammonia-lyase (EC 4.3.1.5) - parsley 
>gi_1524313_emb_CAA68938_ (Y07654) PALI protein 
[Petroselinum crispum] 



C? £\ rr \Tr\ 

oeq. 1NO. 


^1 9419 


beg. xjj , 


wy r / jj^o .m 


Method. 




MOD T C* T 


gzo / OOZ J 


dLAoi score 


000 


Cj value 


9 Dia-I ft 
i i UC X o 


i v ia.ucn. j-enyxii 


^4 




76 


NCBI Description 


(AB000835) similar ■ 


Seq. No. 


312413 


Seq. ID 


wyr700243933.hl 


Method 


BLASTX 


NCBI GI 


g4587525 


BLAST score 


173 


E value 


1.0e-12 


Match length 


75 


% identity 


43 


NCBI Description 


(AC007060) Contains 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



phosphatidyl-inositol-transf er protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

312414 

wyr700243945.hl 

BLASTN 

g2062705 

36 

6.0e-ll 

36 
100 

Human butyrophilin (BTF5) mRNA, complete cds 



312415 

wyr700243987.hl 

BLASTX 

g66615 

418 

2.0e-41 

80 
97 

glutathione transferase 



(EC 2.5.1.18) I - maize 



312416 

wyr700244044.hl 

BLASTX 

g4206122 

156 

4.0e-21 

69 
81 



44609 



NCBI Description 



(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312417 

wyr700244055.hl 

BLASTX 

g3885341 

210 

5.0e-17 

91 

44 

(AC005623) unknown protein 



[Arabidopsis thaliana] 



312418 

wyr700244057.hl 

BLASTN 

g22484 

85 

2.0e-40 

105 

96 

Z.mays RNA for superoxide dismutase Sod4A 
312419 

wyr700244061.hl 

BLASTN 

gl805501 

42 

2.0e-14 

118 

84 

Oryza sativa roRNA for plastidic copper/zinc-superoxide 
dismutase, complete cds 

312420 

wyr700244072.hl 

BLASTX 

g3152568 

184 

3.0e-14 

52 
63 

(AC002986 
gb_Z97337 



Similar to hypothetical protein product 
from A. thaliana. EST gb_H76597 comes from this 



gene. [Arabidopsis thaliana] 



312421 

wyr700244123.hl 

BLASTX 

gl703199 

248 

9.0e-28 

80 

62 

PROTEIN KINASE AFC1 >gi_ 
[Arabidopsis thaliana] 



601787 (U16176) protein kinase 



44610 



O "Kirs 
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BLASTN 


NCBI GI 
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BLAST score 
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E value 
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% identity 
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BLAST score 


147 


E value 
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NCBI GI 
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E value 
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1UU 


iNut5x Description 


zi.iTiays jytJNrsiJD hikna r< 


Seq. No. 


312427 


Seq. ID 


wyr700244316.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 



PREM-1, partial 



(BTF5) rnRNA, complete cds 



[Zea mays] 



mitogen activated protein kinase kinase [Oryza 
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"E* T7a 1 hp 

Hi V CtX UC 


Ui UC XX 




Match lencrth 


36 




o t_ x i_y 


1 nn 

X \J \J 




WPRT Dpcjrrin't"'! nn 








"31 949G 




q^n Tn 


wvr700?443?3 hi 




M^t hoH 

vlC L- i. 1UU 


joxirio x ifv 




NCM GI 


g4455171 




BLAST score 


212 




Hi V a. J_ Lit; 


O • UC X / 




Mstrh 1 ^nrrth 

1. J.d L. Oil XCliyuil 






t> identity 






WPRT q r*T* i Til - "i on 


f Z\T.n *3 R R 9 1 ^ h\7T"mt h^t i r 1 ^ 1 rirn^Pi n r ATphi H nn c; i q 

^ All \J »J %J *J Z. X ) 11 V X L>O.X UiULClll [flLCLU.I.UUUDlD 










Qpn TO 


wyx / w vj *± *± 0 \j . iix 






RT.A9TX 




NCBI GI 


g3068705 


? 3 


BLAST score 


148 




E value 


0 • ue x u 




Mat rh 1 pnerth 






^ laentxty 


A 1 
*t 1 


03 




( A irO 4 Q9^f\^ nn Vn nwn f 2\ T*a nt i Hnnc ic f hal n anal 
^ r\£ r± z? *L O \j ) U11A.11UW11 [nlaJJluupolo L.ila.XXclIIct j 




oeq ■ iNu • 






Corr TD 

iJCv^i xf 


wyx / uuz*±ftjOft • iix 


y s 


M<a +- H nH 

J. 1C L11UU 


LJ ±J£\0 1 LN 




NCBI GI 


g575730 




BLAST score 


65 




E value 


0 • ue z 0 




Match length 




sr=5s 


% identity 






inl-di Description 


Z.mays itiRNA for transmerrLbrane protein 




beg. wo. 


Q1 OA Q1 




q^rr TP) 


vHH7fin^^71 R1 hi 

XLXL/ / UVJOO / iJi.Ul 




Mpi*hnH 


OXLTlO X LN 




IMV»*.DX ul 


y z 0 do / 0 3 




BLAST score 


81 




E value 


3.0e-38 




trldU^Il Icily LI1 


Q7 




t Han f t fir 

•5 luentity 






DiK^DX UcoCripLlOIl 


£j€a inays translation initiation xactor buoz 






r**mrm1 p *t~ 10 ^Hc 
v_* UIILJJ X t3 L, c tUo 




Q r\ rv Ma 

oeq. L\IO . 


*5 1 OA 






XCLD / UUjj / Zj*t • m 






DlxriD 1 IN 




NCBI GI 


a4503602 




BLAST score 


202 




E value 


1.0e-110 




Match length 


246 




% identity 


95 




NCBI Description 


Homo sapiens estrogen receptor 1 (ESR1) mRNA 



[TIF) mRNA, 



>gi_31233_emb_X03635_HSERR Human mRNA for oestrogen 
receptor 
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oeq. JNO. 




qcirr Tn 


2t<JJJ / UUOj / O Z U • 111 


ritStilOU. 


RT acfpv 
JDliH.0 1 A 


1NU.D± ol 


goo 27*1 Z 1 4 


BLAST score 


174 


E value 


4.0e-13 


Match length 


A C\ 


% identity 


oZ 


NLBi Description 


(Dbo/zo) elongation factor 1 beta 2 [Oryza sativa, 




>gi Jcsy4zio cld] oi\Ao4oyy (Doo/z/) elongation xaci 




2 [Oryza sativa] 


OtSLJ . 1NU > 


-JlZfi J^l 




XCLD / UUjj / *tZl • ni 


Method 


BLASTN 


NCBI GI 


g22192 


rsiiAoi score 


OZ 


E value 


z . Ue-zO 


Match length 


1 A o 

108 


% identity 


o o 
oo 


NCBI Description 


Z.mays B-I gene for B transcriptional activator 


oeq. no. 


■31 O/IQC 

olZ4oO 


Seq. ID 


xdb700337519.hl 


Method 


BLASTX 


NCBI GI 


g3402693 


BLAST score 


195 


E value 


3. Oe-15 


Match length 


78 


% identity 


55 


NCBI Description 


(AC004697) unknown protein [Arabidopsis thaliana] 


oeq. wo. 


J1Z4 Jo 


OfciU_. 1U 


XuD /UUjj / ni 


Method 


BLASTN 


NCBI GI 


g468055 


oiiAbi score 


by 


E value 


y . Ue- Jl 


Match length 


175 


% identity 


y3 


NCBI Description 


Zea mays B73 QM protein mRNA, complete cds 


beq. No. 


312437 


OcCj. 1JJ 


xuo /uujj /ooi. ni 


fietxioa 


DT AO HPKT 


NCBI GI 


g21634 


BLAST score 


40 


E value 


3 . Oe-13 


Match length 


96 


% identity 


85 


NCBI Description 


T.aestivum lb-c38 gene for HBP- lb (leucine zipper 




transcription factor) 


Seq. No. 


312438 


Seq. ID 


xdb700337589.hl 


Method 


BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g434329 
147 

3.0e-77 

147 

100 

Z.mays mRNA gsl-4 for glutamine synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312439 

xdb700337595.hl 

BLASTX 

g2149640 

289 

3.0e-26 

65 

85 

(U91995) Argonaute protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312440 

xdb700337694.hl 

BLASTX 

g4559380 

224 

1.0e-18 

71 
62 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312441 

xdb700337712.hl 

BLASTN 

gl213276 

41 

7.0e-14 

45 
98 

Z.mays ZEMa gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312442 

xdb700337981.hl 

BLASTX 

g3183405 

181 

1.0e-13 

63 

52 

HYPOTHETICAL 11.3 KD PROTEIN C2C6.07 
>gi_3451305__emb_CAA20442_ (AL031324) 
protein [Schizosaccharomyces pombe] 



IN CHROMOSOME I 
very hypothetical 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312443 

xdb700338046.hl 

BLASTX 

g461735 

164 

1.0e-ll 
49 



44614 



% identity 

NCBI Description 



65 

MITOCHONDRIAL CHAPERONIN HSP60-1 PRECURSOR 

>gi_478785_pir S29315 chaperonin 60 - cucurbit 

>gi_12544_emb_CAA50217_ (X70867) chaperonin 60 [Cucurbita 
sp.] 



Q <a rr XT r\ 


-31 OAAA 


OSq • ±u 


vHh7nn^^fi9^ft hi 




dt nq™ 

LJ J_LTlO 1 LN 


1NO.D1 vrl 




dLiAoi score 


7 ^ 
/ 0 


Hj v ci_l Lie 


i« vc o *± 


iyiac.cn iengi.n 


fi ^ 
O J 


15 luciitiuy 


,7 O 


NCBI Description 


Z.mays mRNA for glycine-rich protein 




944 R 


oeq. -LJJ 


XuD /UUjjO^ / 1 • ni 


ixie Lnoa 


DT SQTKT 
nliAo 1 IN 




rrl fiQfll Q 


Diiiioi score 


A Q 


E value 


l • ue-io 


tV/T 4~ /*i V*i "1 /—\ /'i t T"i 

LYiaLcn lengLu 


00 


% identity 


Q7 


NCBI Description 


Rice gene encoding three ribosomal RNA's 




5.8S, complete; 25S, 5' end 


beq. jmo . 


"31 O A A 


beq* ID 


v juh HO "3 "5 Q A Q *3 Vi 1 

X&D /UUoao^oo. ni 




DT SCTY 


LNUrJl bl 


g^y oz4o l 


bbAbi score 


1 £7 
10/ 


Hi value 


£ Ho— 1 9 
d • ue 1Z 




41 
*i J. 


3: "1 Han't" t "Hw 
i> IvJltrllt-lT-y 


fin 


NCBI Description 


(AL022223) putative protein [Arabidopsis 


oeq. wo. 


O-l OA AH 




vHh7fin^?fid Q1 hi 
XQJL) / UUJJO*i Jl .111 


Method 


D T 7V O T»M 
Dlifib IN 


LN^JDl bl 


rr99fi9 c iR ? 


DiLtioi score 


"ICC 

100 


E value 


4 . ue— oz 


Match length 


lb / 


^ luenLity 






Zjt2d lllciyo clUIlyaClUIl latUOI 1 aipila 1 < 




cds 


Seq. No. 


312448 


Seq. ID 


xdb700338617.hl 


Method 


BLASTN 


NCBI GI 


g984508 


BLAST score 


200 


E value 


1.0e-109 


Match length 


302 


% identity 


93 


NCBI Description 


Human Tislld gene, complete cds 



the 17S, 3' end; 



mRNA, complete 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312449 

xdb700338742.hl 

BLASTN 

g292328 

202 

1.0e-110 

274 

93 

Human putative M phase phosphoprotein 1 
partial cds 



(MPP1) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312450 

xdb700338792.hl 

BLASTN 

g639721 

229 

1.0e-126 

237 

99 

Zea mays calcium-dependent protein kinase 
exons 1-7 and partial cds 



(CDPK) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312451 

xdb700338957.hl 

BLASTN 

g929916 

33 

4.0e-09 

61 

89 

Zea diploperennis retrotransposable-like element DNA 

312452 ;i 

xdb700339009.hl 

BLASTN 

g433415 

103 

7.0e-51 

178 

91 

Human mRNA for DNA-binding protein, TAXREB107, complete cds 
312453 

xdb700339030.hl 

BLASTX 

gl25157 

418 

2.0e-41 

87 

92 

GTPrAMP PHOSPHOTRANSFERASE MITOCHONDRIAL (AK3) 

>gi_1070480_pir KIHUA3 nucleoside-triphosphate — adenylate 

kinase (EC 2.7.4.10) 3 - human >gi_28577_emb_CAA43088_ 
(X60673) nucleoside-triphosphate — adenylate kinase [Homo 
sapiens] 



44616 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312454 

xdb700339063;hl 

BLASTN 

g3342031 

50 

3.0e-19 

59 

97 

Oryza sativa 18S small subunit ribosomal RNA gene, 
sequence 



complete 



Seq. No. 
Seq. ID 



312455 

xdb700339079.hl 

BLASTX 

g629844 

194 

4.0e-15 

59 

68 

heat shock protein hsp70-5 - maize (fragment) 
>gi_498775_emb_CAA55184_ (X78415) heat shock protein 70 kDa 
[Zea mays] 

312456 

xdb700339083.hl 

BLASTN 

gl778146 

55 

2.0e-22 

95 

91 

Zea mays plastid phosphate/phosphoenolpyruvate translocator 
precursor (MZPPT1) mRNA, complete cds 

312457 

xdb700339185.hl 

BLASTX 

g3426046 

176 

4.0e-13 

82 

40 

(AC005168) similar to salt-inducible protein [Arabidopsis 
thaliana] 

312458 

xdb700339319.hl 

BLASTN 

g3057119 

35 

2.0e-10 

59 
90 

Zea mays starch synthase DULL1 (dulll) mRNA, complete cds 
312459 

xdb700339496.hl 



44617 



MpthoH 


BLASTN 


NCBI GI 


g3264604 


BLAST score 


179 


Hi VdX U.C 


J. uc u 




9fn 


■5 laeiiLiLy 
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RT.A9TX 


NCBI GI 


g3894197 


BLAST score 


329 


£j val Uc 




LMa. L.<^li Icily LI1 


fid 
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9/1 fil 


*j t; u • xu 


vHn7 00^*3 96(14 hi 


Mpf hod 




NCRT GT 




OUflOl JUUIC 


X U J 


E value 


1.0e-ll 


Match length 


42 


is lueniiiy 


7 £ 


jNUrsi Description 


(Aruuziuyj nypotriGticai protein ["-raoiciopsis 




>gi oioooy4 tArUoDo4Uj iiKK- containing r-oox j 




[/iraoiaopsis tnananaj 


O /~r \"J/-\ 

oeq • ino • 


oi o/| 

J 1Z 4 OZ 


Oc^ • x u 


vHbi7nn^"^Qft 1 A hi 
XUJJ / L/UOO_/uxf± .111 


IMC UllVJU 


n 1 iHq 1 1\ 




go ooft o 


BLAST score 


131 


E value 


1.0e-67 


TV/I \-\ I /~\ T"> f m 1 1 r\ 

fiaLcn xengtn 


07C 

Z / 0 


^ icientity 


Zt3 


jnudi Description 


Huiuan alphoid satellite repeats from HeLa sp' 




poiyaisperse circular ULN/ij 


ocCJ . NO • 


01 9/1 ^ro 




1 .111 


Mot" h r^H 


Lj xj/aO X A. 


INUDl OX 


rrl fi90Qft9 


BLAST score 


142 


E value 


3.0e-09 


riatcn lengun 


^/1 


% identity 


Do 


NCBI Description 


(iuoooU) 4ub riJoosoitiai protein bo [iNicotiana 




plumbagini folia] 


Seq. No. 


312464 


Seq. ID 


xdb700340253.hl 


Method 


BLASTX 


NCBI GI 


g4539660 


BLAST score 


404 



DNA (small 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ^ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-39 

97 

78 

(AF061282) polyprotein [Sorghum bicolor] 



312465 

xdb700340356.hl 

BLASTN 

g2599233 

247 

1.0e-137 

286 
68 

Homo sapiens chromosome 
sequence [Homo sapiens] 



17, clone HRPC987K16, complete 



312466 

xdb700340384.hl 

BLASTX 

gl23178 

236 

9.0e-41 

93 
90 

HISTIDINOL DEHYDROGENASE , CHLOROPLAST PRECURSOR (HDH) 

>gi_99844_pir A39358 histidinol dehydrogenase (EC 

1.1.1.23) precursor, chloroplast - cabbage >gi_167142 
(M60466) histidinol dehydrogenase [Brassica oleracea] 



Seq. No. 


312467 


Seq. ID 


xdb700340401.hl 


Method 


BLASTN 


NCBI GI 


g3955064 


BLAST score 


52 


E value 


8.0e-21 


Match length 


129 


% identity 


86 


NCBI Description 


Zea mays PHYT I 


Seq. No. 


312468 


Seq. ID 


xdb700340417.hl 


Method 


BLASTX 


NCBI GI 


g2190543 


BLAST score 


151 


E value 


5.0e-10 


Match length 


46 


% identity 


72 


NCBI Description 


(AC001229) EST ■ 




thaliana] 


Seq. No. 


312469 


Seq. ID 


xdb700340430.hl 


Method 


BLASTN 


NCBI GI 


g2760545 


BLAST score 


247 


E value 


1.0e-137 


Match length 


289 



gene for acidic phytase 



EST gb_N37484 comes from this gene. [Arabidopsis 



44619 



% identity 

NCBI Description 



96 

Human DNA sequence from PAC 67M12 on chromosome 

6p22. 1-22.3. Contains ESTs, STSs and CA and TAA repeat 

polymorphisms 



O • Vi\J « 
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Hi Value 
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MPRT Dp^rTi nf "i on 


(AF031701} actin 


Seq. No. 
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oeq. ±u 
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MOOT fT 
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ts-bAoi score 
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Match length 
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o±Z4 f Z 
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r>iiAbi score 
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ZZ4 


E value 


x . ue — lo 


i v iaucn xengr-n 


O D 


15 XU.t5IlL.LLy 


77 


i.NL».DX UcoLX Xp LXL7X1 


IUDZ / jl| dululu 


Seq. No. 


312473 


Cart t n 
oeq. ±u 


XQD / UUOflUDDZ .nX 








gz4 Jl / DO 


o-biioi score 


7 1 


E value 


o . ue — 


Match length 


1 QO 


% laeiiLiLy 






7.^^ TTI3^/^ PPT Hi P 




complete cds 


Seq. No. 


312474 


Seq. ID 


xdb700340670.hl 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


161 


E value 


1.0e-ll 


Match length 


65 


% identity 


52 



[Encephalitozoon hellem] 



Cdc25C associated protein kinase C-TAK1 [Homo 



(rppla) rnRNA, 



NCBI Description 60S RIBOSOMAL PROTEIN L5 



44620 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312475 

xdb700340732.hl 

BLASTX 

g4200249 

209 

8.0e-17 

92 

51 

(AL035297) hypothetical protein [Homo sapiens] 
312476 

xdb700340776.hl 

BLASTX 

g4206306 

373 

4.0e-36 

98 

80 

(AF049110) prpol [Zea mays] 
312477 

xdb700340987.hl 

BLASTX 

g3928097 

147 

1.0e-09 

84 

45 

(AC005770) unknown protein, 5' partial [Arabidopsis 
thaliana] 

312478 

xdb700341229.hl 

BLASTX 

g4506907 

194 

2.0e-15 

36 

97 

surfactant, pulmonary-associated protein C 
>gi_l 3 1 4 2 5_sp_Pl 1 6 8 6_PS PC_HUMAN PULMONARY 
SURFACTANT-ASSOCIATED PROTEIN C PRECURSOR (SP-C) (SP5) 
(PULMONARY SURFACTANT -ASSOC I AT ED PROTEOLIPID SPL(VAL)) 

>gi_71983_pir LNHUC pulmonary surfactant protein C 

precursor - human >gi_338307 (J03553) pulmonary surfactant 
protein (SP5) precursor [Homo sapiens] >gi_338413 (J03517) 
pulmonary surfactant proteolipid precursor [Homo sapiens] 

312479 

xdb700341236.hl 

BLASTN 

g3256174 

150 

4.0e-79 

158 

99 

Homo sapiens DNA sequence from PAC 168L15 on chromosome 



44621 



6q26-27. Contains RSK3 gene, ribosomal protein S6 kinase, 
EST, GSS, STS. CpG island, complete sequence [Homo sapiens] 



oeq . ino * 


^1 9-tftO 


Seq. ID 


xdb700341240.hl 


Method 


BLASTN 




y i *_ o / o 


nhrio i score 




E value 
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Seq* No. 
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Seq. ID 


xdb700341253.hl 


Method 
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DXiriOl A 


InodX ol 


g*_0oZ4J4 


BLAST score 
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xyu 




x • ue x*_ 
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% identity 


"7 *7 


MPT3T Haeriyi t-n4- A /\« 

wudi uesciipLioii 


^i-_\_.UU / X i? D } u.riKiiOWIl pj.UX.eXIl |_.r_X ciJJ.LU.U_pt>. 


Seq. No. 


312482 


Seq. ID 


xdb700341416.hl 


ixiennoQ 


iSXiiiO 1 JN 


NOBI bl 


g /4 / yxo 


BLAST score 


xxz 


E value 


x . ue o o 


Match length 


Xzo 


^ xaenrxry 


ya 


jnudx uescrxpuxon 


Zt.mays v_.ai v iz mi\iN._-_ xor caxmuuxixxn 


oeq* lno • 


O 1^ fi 0 O 


Seq. ID 


xdb700341431.hl 


Method 


BLASTN 


NLdI brX 


rrA OC\A *5'7 c; 
g4zU4o / o 


DhAoi score 
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E value 


/ . ue-oi 


ixiat cn lengcu 




^ xaentxty 


Q yl 

y4 


NCBI Description 


Zea mays acidic ribosomal protein P2a' 




partial cds 




^1 9484 


Seq. ID 


xdb700341502.hl 


Method 


BLASTX 


NCBI GI 


g2493852 


BLAST score 


326 


E value 


2.0e-30 


Match length 


63 


% identity 


97 


NCBI Description 


CYTOCHROME C OXIDASE POLYPEPTIDE VC 



(rpp2a-4) mRNA, 



(rpp2a-4) mRNA, 



>gi_l 07035 6_emb_CAA9 2 1 0 7_ 
subunit [Hordeum vulgare] 



(Z68091) cytochrome c oxidase, Vc 



44622 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312485 

xdb700341622.hl 

BLASTN 

g!029494 

110 

3.0e-55 

162 

92 

H. sapiens CpG island DNA genomic Msel fragment 7 clone 33f2, 
forward read cpg33f2.ftle 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



312486 

xdb700341751.hl 

BLASTN 

gl296663 

54 

1.0e-21 

252 
81 

H. sapiens mRNA 



for Sec23A isoform, 2748bp 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312487 

xdb700341844.hl 

BLASTN 

g533250 

45 

2.0e-16 

85 
88 

Zea mays (clone Shl-BMS) 
shrunkenl allele DNA 



MISD1 insertion sequence from 



Seq. No. 


312488 


Seq. ID 


xdb700341870.hl 


Method 


BLASTX 


NCBI GI 


g3242715 


BLAST score 


160 


E value 


3.0e-ll 


Match length 


57 


% identity 


58 


NCBI Description 


(AC003040) hypothetical protein 


Seq. No. 


312489 


Seq. ID 


xdb700341893.hl 


Method 


BLASTX 


NCBI GI 


g2746079 


BLAST score 


253 


E value 


4.0e-22 


Match length 


65 


% identity 


75 


NCBI Description 


(AF015310) BTH1 [Brassica napus; 


Seq. No. 


312490 


Seq. ID 


xdb700342052.hl 


Method 


BLASTN 


NCBI GI 


g2431768 


BLAST score 


70 



44623 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-31 

206 

84 

Zea mays acidic ribosomal protein Pla (rppla) mRNA, 
complete cds 

312491 

xdg700405119.hl 

BLASTX 

g3482914 

150 

6.0e-10 

92 
39 

(AC003970) Similar to nodulins and lipase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312492 

xdg700405248.hl 

BLASTX 

g4204849 

322 

3.0e-30 

81 

74 

(U55875) protein kinase 



[Arabidopsis thaliana] 



312493 

xjt700092020.hl 

BLASTX 

gl806140 

205 

2.0e-16 

87 
51 

(X97314) cdc2MsC [Medicago sativa] 
312494 , 

xjt700092038.hl 

BLASTX 

g3927825 

187 

1.0e-29 

87 

79 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

312495 

xjt700092058.hl 

BLASTX- 

gl514643 

484 

5.0e-4 9 

105 

88 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 



44624 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312496 

xjt700092059.hl 

BLASTX 

g2129830 

224 

6.0e-19 

47 

87 

heat shock transcription factor 31 - soybean (fragment) 
>gi_671867_emb_CAA87079_ (Z46955) heat shock transcription 
factor 31 [Glycine max] 

312497 

xjt700092060.hl 

BLASTX 

gl084944 

196 

3.0e-15 

103 
42 

hypothetical protein YPR021c - yeast (Saccharomyces 
cerevisiae) >gi_809586_emb_CAA89275_ (Z49274) unknown 
[ S accharomyces cerevisiae ] >gi_l 3140 95__emb__CAA95 0 1 7_ 
(Z71255) unknown [Saccharomyces cerevisiae] 

312498 

xjt700092079.hl 

BLASTX 

g3850585 

224 

1.0e-18 

79 

57 

(AC005278) ESTs gb_H36966, gb_R65511, gb__T42324 and 
gb_T20569 come from this gene. [Arabidopsis thaliana] 

312499 

xjt700092110.hl 

BLASTX 

g3287270 

255 

3.0e-22 

103 

53 

(Y09533) involved in starch metabalism [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312500 

xjt700092127.hl 

BLASTN 

g550541 

55 

3.0e-22 

144 

93 

Z.mays CYP71C4 mRNA 



for cytochrome P-450 



44625 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312501 

xjt700092144.hl 

BLASTX 

gll5771 

342 

2.0e-32 

77 

83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE; -J PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

312502 

xjt700092236.hl 

BLASTN 

g347843 

35 

3.0e-10 

43 

95 

Zea mays globulin- 1 gene f promoter region 
312503 

xjt700092324.hl 

BLASTX 

g4544402 

142 

6.0e-09 

71 

42 

(AC007047) putative leucine rich repeat protein 
[Arabidopsis thaliana] 

312504 

xjt700092326.hl 

BLASTX 

g3892056 

406 

6.0e-40 

88 

86 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 
312505 

xjt700092332.hl 

BLASTX 

gl29916 

369 

1.0e-35 

77 
95 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



44626 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- soybean >gi_310582 (L19361) protein 



312506 

xjt700092343.hl 
BLASTX 
gl362051 
141 

7.0e-09 
37 
76 

protein kinase 3 
kinase 3 [Glycine max] 

312507 

xjt700092409.hl 

BLASTX 

g3738306 

150 

1.0e-13 

79 

51 

(AC005309) unknown protein [Arabidopsis thaliana] 
312508 

xjt700092414.hl 

BLASTN 

g22354 

61 

7.0e-26 

172 
88 

Zea mays L. mRNA for light-harvesting chlorophyll a/b 
binding protein 

312509 

xjt700092428.hl 

BLASTX 

gll5771 

361 

1.0e-34 

82 

80 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

312510 

xjt700092470.hl 

BLASTX 

gll5786 

308 

2.0e-28 

78 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 



44627 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%, identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



312511 

xjt700092520.hl 

BLASTX 

gll5815 

313 

6.0e-29 

76 

76 

CHLOROPHYLL A-B 
(CAB-M9) (LHCP) 



BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

>gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

312512 

xjt700092535.hl 

BLASTX 

g4091117 

286 

7.0e-26 

68 

76 

(AF047428) nucleic acid binding protein [Oryza sativa] 
312513 

xjt700092596.hl 

BLASTX 

g3128231 

185 

5.0e-14 

100 
42 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337370 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 

312514 

xjt700092676.hl 

BLASTX 

g4455338 

414 

7.0e-41 

101 

70 

(AL035525) putative protein [Arabidopsis thaliana] 
312515 

xjt700092677.hl 

BLASTX 

g3779244 

256 

2.0e-22 

91 

54 
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JN^DX U^bUI xp L.LUI1 


( AFf)61 rnpf allonrotease 1 THoino saDiensl 


oeq. 1MO . 


^1 9R1 


Qpn TD 

jcy . J. u 


xit700092702.hl 


Mo+- ho/"1 




NCBI GI 


g4559333 


BLAST score 


184 


E value 






/ u 


% identity 


/IT 


JNOJDX UcSCI Xp LXvJii 


{ RCnm C\&1 \ nnlfnnwn r>r*ni _ p'iri rATabi dot}^! S thalianal 




^1 2S1 7 


Seq. ID 


xit700092716 hi 










BLAST score 


177 


E value 


4.0e-13 


ftA ^ +*/■*• Vi "i q t^i rr "I - V^i 

rJatcn xeny Lii. 




t) xuenx x c y 




jm^di uescripLiou 


f ATTOPfll 1 c-imi 1 ar* t* o ^/"h "i ?oq ;=t rr'h a ttittivpp^ TinTnl^^ "i 

\ £\H UOU11 J } o XXu.L-L.cl-L L.W Q<— XXX i UoaLUllGl vjillj^ ^JKJlllxj^z j. 




nrnt o i n I f^R •nl^fifi^ r AT^hn Hnn«! "i "hh^liaTtal 

UiUtClll \ \3LJ • L> X 1 VJ U X y |_rl.J_ CliJ -L UUjJO _L O OUQIJ-Qiiaj 


oeq. jno. 


-31 OKI O 


Qorr Tn 


^-ii-7rinOQ97fiQ hi 


l v It; LilULL 






y ^ / quo 


BLAST score 


309 


E value 


1.0e-28 


Marcn xengtn 


xuu 


^ xaeiiL.xuy 




NCBI Descrxption 


\H^uu JivJ j / sxitixxar 10 *jcixxfc?y xv-io h yciic piuuuLL 




r7\v>a -! s~\Y~s 010 •(- K 3 1 i ana 1 
[i^XaiJXClOpoXo CllaXXdllclj 


oeq. wo • s 




0©q. -LL/ 




M^i~hnH 

UilUU. 


BLASTX 


NCBI GI 


gl346396 


BLAST score 


230 


E value 


3.0e-19 


Match length 


96 


% identity 


51 



NCBI Description PUTATIVE RECEPTOR PROTEIN KINASE ZMPK1 PRECURSOR 

>gi_100913_pir S10930 probable receptor protein kinase (EC 

2.7.1.-) precursor - maize >gi_22432_emb_CAA36611_ (X52384) 
precursor protein (AA -26 to 791) [Zea mays] 
>gi_22436_emb_CAA47962__ (X67733) receptor-like protein 

kinase [Zea mays] >gi_226927_prf 1611404A receptor protein 

kinase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312520 

xjt700092841.hl 

BLASTX 

g3927825 

238 

3.0e-20 

50 



44629 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



90 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

312521 

xjt700092923.hl 

BLASTX 

gl076758 

323 

3.0e-30 

99 

62 

heat-shock protein precursor - rye >gi_2130093_pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 

312522 

xjt700092981.hl 

BLASTX 

g3834324 

298 

6.0e-33 

96 

74 

(AC005679) Similar to gb_X92762 tafazzins protein from Homo 
sapiens. [Arabidopsis thaliana] 

312523 

xjt700093008.hl 

BLASTX 

gll5815 

211 

5.0e-25 

75 

63 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376__ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

312524 

xjt700093011.hl 

BLASTX 

g82080 

256 

2.0e-22 

69 

72 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

312525 

xjt700093033.hl 
BLASTX 



44630 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3461813 
338 

6.0e-32 

98 

62 

(AC004138) putative sucrose/H+ symporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity , 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312526 

xjt700093047.hl 

BLASTX 

g4574141 

227 

6.0e-19 

66 

65 

(AF073698) cysteine synthase [Oryza sativa] 
312527 

xjt700093075.hl 

BLASTN 

g758354 

78 

4.0e-36 

101 

96 

Z.mays mRNA for plasma membrane H+ ATPase 
312528 

xjt700093077.hl 

BLASTX 

g2529662 

274 

2.0e-24 

60 

87 

(AC002535) putative small nuclear ribonucleoprotein, Sm D2 
[Arabidopsis thaliana] >gi_3738278 (AC005309) putative 
small nuclear ribonucleoprotein, Sm D2 [Arabidopsis 
thaliana] 

312529 

xjt700093091.hl 

BLASTX 

g2440042 

198 

1.0e-21 

78 
74 

(AJ001292) major intrinsic protein PIPa2 [Craterostigma 
plantagineum] 

312530 

xjt700093114.hl 

BLASTX 

g2129559 

141 



44631 



E value 
Match length 
% identity 
NCBI Description 



1.0e-ll . 

43 

93 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_34 93633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

312531 

xjt700093324.hl 
BLASTX 
g629669 
211 

4.0e-17 
87 
49 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 

NCBI Description hypothetical protein - tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312532 

xjt700093330.hl 

BLASTX 

g2190544 

219 

5.0e-18 

50 

84 

(AC001229) Similar to Saccharomyces hypothetical protein 
P9642.2 (gb_U40828) . [Arabidopsis thaliana] 

312533 

xjt700093385.hl 

BLASTX 

gl680686 

281 

3.0e-25 

82 

68 

(U51330) rust resistance kinase LrlO [Triticum aestivum] 
312534 

xjt700093444.hl 

BLASTX 

g2384675 

253 

5.0e-22 

82 

65 

(AF012659) putative potassium transporter AtKT4p 
[Arabidopsis thaliana] 

312535 

xjt700093477.hl 

BLASTX 

g3927831 

145 



44632 



E value 
Match length 
% identity 
NCBI Description 



2.0e-09 

89 

44 

(AC005727) 
thaliana] 



similar to mouse ankyrin 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312536 

xjt700093513.hl 

BLASTX 

g730125 

261 

5.0e-23 

62 
77 

NADPH-CYTOCHROME P450 REDUCTASE >gi_322739__pir S31502 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - Madagascar 

periwinkle >gi_18139_emb_CAA49446_ (X69791) 

NADPH — ferrihemoprotein reductase [Catharanthus roseus] 

312537 

xjt700093545.hl 

BLASTX 

gl35449 

199 

1.0e-15 

59 

73 

TUBULIN 
chain - 
tubulin 



BETA- 1 CHAIN >gi_100932_pir S14701 tubulin beta-1 

maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
[Zea mays] 



312538 

xjt700093573.hl 

BLASTX 

g2244996 

309 

1.0e-28 

98 

54 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

312539 

xjt700093593.hl 

BLASTX 

g4539351 

324 

5.0e-32 

93 

78 

(AL035539) putative protein [Arabidopsis thaliana] 
312540 

xjt700093637.hl 

BLASTX 

g3212859 

330 



44633 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-31 

98 

61 

(AC004005) hypothetical protein [Arabidopsis thaliana] 
312541 

xjt700093639.hl 

BLASTX 

gl085650 

155 

2.0e-10 

35 
91 

aspartate transcarbomoylase - wheat >gi_688218_bbs__156442 
aspartate carbamoyl transf erase {C- terminal} {EC 2.1.3.2} 
[Triticum aestivum=wheat , avalon, seedlings , Peptide 
Partial, 233 aa] 

312542 

xjt700093666.hl 

BLASTX 

g66009 

356 

4.0e-34 

69 

99 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) C, 
cytosolic - maize >gi_22238_emb_CAA30151_ (X07156) GADPH 
(AA 1-337) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312543 

xjt700093718.hl 

BLASTX 

g4455338 

144 

2.0e-09 

74 

41 

(AL035525) putative protein [Arabidopsis thaliana] 
312544 

xjt700093735.hl 

BLASTX 

gl709000 

377 

1.0e-36 

75 

93 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



312545 

xjt700093751.hl 

BLASTX 

gl076791 



44634 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



270 

4.0e-30 

67 
94 

calcium-binding protein - maize >gi_2119370_pir S58170 

Calreticulin precursor - maize >gi_577612_emb__CAA86728_ 
(24 6772) calcium-binding protein [Zea mays] 
>gi_927572_emb_CAA61939_ (X8 9813) Calreticulin precursor 

[Zea mays] >gi_1587033_prf 2205314A calreticulin [Zea 

mays] 

312546 

xjt700093881.hl 

BLASTX 

g3776015 

304 

6.0e-28 

80 

75 

(AJ010471) RNA helicase [Arabidopsis thaliana] 
>gi_4249378_gb_AAD14475_ (AC005966) Identical to 
gb_AJ010471 mRNA for DEAD box RNA helicase (RH22) from 
Arabidopsis thaliana. EST gb_Y11191 comes from this gene. 

[Arabidopsis thaliana] 

312547 

xjt700093885.hl 

BLASTX 

g2129533 

196 

3.0e-15 

50 

78 

adenine nucleotide translocase - Arabidopsis thaliana 
>gi_1051109_emb__CAA89201_ (Z49227) adenine nucleotide 
translocase [Arabidopsis thaliana] 

312548 

xjt700093956.hl 

BLASTX 

gll6374 

395 

1.0e-38 

83 

93 

CHALCONE SYNTHASE WHP1 (NARINGENIN-CHALCONE SYNTHASE WHP1) 
(WHITE POLLEN) >gi_66555_pir SYZMW1 naringenin-chalcone 

synthase (EC 2.3.1.74) whpl - maize >gi_22512_emb_CAA42763_ 
(X60204) chalcone synthase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312549 

xjt700093959.hl 

BLASTX 

g3850063 

167 

7.0e-12 
65 



44635 



% identity 52 

NCBI Description (AJ223830) ARE1 [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312550 

xjt700093989.hl 

BLASTX 

g3522943 

451 

3.0e-45 

102 

45 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
312551 

xjt700094037.hl 

BLASTX 

g2342691 

154 

2.0e-10 

55 

58 

(AC000106) F7G19.26 [Arabidopsis thaliana] 
312552 

xjt700094115.hl 

BLASTX 

g2582971 

327 

1.0e-30 

103 
63 

(D83711) TKRP125 [Nicotiana tabacum] 
312553 

xjt700094126.hl 

BLASTN 

g433038 

52 

8.0e-21 

122 
87 

Zea mays W-22 clone cDNA7 retroelement PREM-l-containing 
mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312554 

xjt700094136.hl 

BLASTX 

g4263714 

164 

1.0e-ll 

38 
84 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



312555 

xjt700094138.hl 



44636 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2492504 

176 

3.0e-13 

38 

95 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_1669660_emb_CAA70565_ (Y09396) protein of AAA family 
[Capsicum annuum] 

312556 

xjt700094204.hl 

BLASTX 

g893294 

334 

2.0e-31 

101 
65 

(L43362) 4-coumarate:CoA ligase isoform 2 [Oryza sativa] 
312557 

xjt700094293.hl 

BLASTX 

g4006918 

157 

1.0e-10 

48 
56 

(Z99708) peroxidase like protein [Arabidopsis thaliana] 
312558 

xjt700094363.hl 

BLASTX 

g4544445 

382 

3.0e-37 

82 
80 

(AC006592) putative pyrophosphate — fructose 6-phosphate 
1-phosphotransferase [Arabidopsis thaliana] 

312559 

xjt700094415.hl 

BLASTX 

g!076758 

228 

3.0e-24 

67 

88 

heat-shock protein precursor - rye >gi_2130093_pir S6577 6 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Seq. No. 
Seq. ID 
Method 



312560 

xjt700094467.hl 
BLASTX 



44637 



NCBI GI 


g2224915 


BLAST score 


273 


E value 


9 fio— 9 4 


JMiancn iengn.n 


Oj 


% identity 


7 a 




^ U^J^UO } kJ\Z L. & ts.A.jJciiio xii [Wiy^a oaui v a j 


oeq. wo. 






AJ L. /UVJU-7 I i'J*± / • 11-L 




RT.A^TY 


NCBI GI 


g2078350 


BLAST score 


348 


E value 




jyiai.cn iengr.n 




% identity 


7 Q 


nudi Description 


[Uyj J/ UianSalUOXaSc |_001dIlUIU CLLUei Us LULL J 


oeq. NO. 


■31 oc; £TO 


Op a TP) 




L v ie LI1L>U. 


DT 7\ CT'Y 
DiinOlA 


NCBI GI 


g4105798 


BLAST score 


161 


E value 


A Oo— 1 1 

4 . ue — 11 


Match length 


>1 7 


% identity 


00 


NCBI Description 


lArU4yyouj rbirzij/ - ii [reuunia x nyonaaj 


Seq. No. 




beq. id 


„^ 4-7nnn Q4 r 71 hi 
xj u / uuuyft o / 1 .ni 




DlirlO I IN 


NCBI GI 


g409782 


BLAST score 


54 


E value 


1 . ue~i 1 


iyiai.cn lengtn 


7 n 


% identity 




nldI Description 


Rice rtiRNA for f erredoxin-NADP+ reductase/ 


beq. No. 




beq. liJ 


„ ■ j_7n a pin/ cQ7 >|1 


j. v ie uiiou. 








BLAST score 


211 


E value 


2.0e-27 


Match length 


76 


% identity 


86 


NCBI Description 


BETAINE -ALDEHYDE DEHYDROGENASE (BADH) 



>gi_2244604_dbj_BAA21098_ (AB001348) betaine aldehyde 
dehydrogenase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



312565 

xjt700094593.hl 

BLASTN 

gl206012 

35 

3.0e-10 

35 
100 



44638 



NCBI Description 



Zea mays beta-D-glucosidase precursor (glu2) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312566 

xjt700094619.hl 

BLASTX 

g2306981 

172 

1.0e-12 

60 

58 

(AF010321) photosystem I antenna protein [Oryza sativa] 
312567 

xjt700094644.hl 

BLASTN 

g3821780 

36 

6.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
312568 

xjt700094769.hl 

BLASTX 

gl29916 

323 

4.0e-30 

69 

94 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi__66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

312569 

xjt700094774.hl 

BLASTX 

g2760844 

194 

5.0e-15 

49 

80 

(AC003105) hypothetical protein [Arabidopsis thaliana] 
312570 

xjt700094938.hl 

BLASTN 

g2981213 

35 

2.0e-10 

43 

95 

Zea mays photosystem I complex PsaN subunit precursor 
(psaN) mRNA, nuclear gene encoding chloroplast protein, 
partial cds 



44639 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312571 

xjt700094966.hl 

BLASTX 

g4262162 

267 

1.0e-23 

86 
63 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312572 

xjt700094969.hl 

BLASTX 

gl617270 

387 

1.0e-37 

97 

70 

(X94624) acyl-CoA synthetase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312573 

xjt700095034.hl 

BLASTN 

g3777601 

60 

4.0e-25 

92 

91 

Oryza sativa clone LS195 SOS ribosomal protein L10 (rpllO) 
iriRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 


312574 


Seq. ID 


xjt700095059.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis < 


Seq. No. 


312575 


Seq. ID 


xjt700095071.hl 


Method 


BLASTX 


NCBI GI 


g2832717 


BLAST score 


488 


E value 


1.0e-49 


Match length 


94 


% identity 


98 


NCBI Description 


(AJ003114) alka 


Seq. No. 


312576 


Seq. ID 


xjt700095106.hl 


Method 


BLASTX 



44640 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4314401 
144 

2.0e-09 

48 

56 

(AC006232) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312577 

xjt700095111.hl 

BLASTN 

g!68438 

57 

8.0e-24 

93 

92 

Zea mays light harvesting chlorophyll a/b binding prote 
(cab-ml) gene, 5' end 

312578 

xjt700095137.hl 

BLASTX 

g2058273 

329 

7.0e-31 

83 

80 

(D83527) YK426 [Oryza sativa] 
312579 

xjt700095220.hl 

BLASTX 

g2275199 

228 

4.0e-19 

65 

75 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
312580 

xjt700095231.hl 

BLASTX 

g3724087 

182 

1.0e-13 

38 

87 

(AJ011840) 1-deoxyxylulose 5-phosphate synthase 
[Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312581 

xjt700095252.hl 

BLASTN 

g564023 

57 

2.0e-23 
166 



44641 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



88 

Zea mays dihydrolipoamide acetyl transferase (ZM/DHLAAT) 
mRNA, complete cds 

312582 

xjt700095318.hl 

BLASTX 

g2541876 

237 

6.0e-20 

128 
39 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



312583 

xjt700095345.hl 

BLASTX 

g4006905 

469 

4.0e-47 

124 

78 

(Z99708) ATPase-like protein 



[Arabidopsis thaliana] 



312584 

xjt700095355.hl 

BLASTX 

g4006867 

333 

2.0e-31 

106 

67 

(Z99707) putative protein [Arabidopsis thaliana] 
312585 

xjt700095363.hl 

BLASTX 

gl68586 

403 

1.0e-39 . , 

79 

99 

(M58656) pyruvate, orthophosphate dikinase [Zea mays] 
312586 

xjt700095392.hl 

BLASTX 

g3335372 

179 

3.0e-13 

78 

45 

(AC003028) putative SRG1 protein [Arabidopsis thaliana] 
312587 

.xjt700095456.hl 



44642 




Method BLASTX 

NCBI GI g2134385 

BLAST score 299 

E value 2.0e-33 

Match length 98 

% identity 73 . 
NCBI Description protein kinase - chicken >gi_571460 (U16656) protein kinase 
[Gallus gallus] 

Seq. No. 312588 

Seq. ID xjt700095464.hl 

Method BLASTX 

NCBI GI g558367 

BLAST score 178 

E value 4.0e-13 

Match length 33 

% identity 100 

NCBI Description (X81830) cytochrome P450 [Zea mays] 

Seq. No. 312589 

Seq. ID xjt700095471.hl 

Method BLASTN 

NCBI GI g397395 

BLAST score 194 

E value 1.0e-105 

Match length 194 

% identity 100 

NCBI Description Z.mays MNBlb mRNA for DNA-binding protein 



Seq. No. 312590 

Seq. ID xjt700095480.hl 

Method BLASTX 

NCBI GI g4581205 

BLAST score 221 

E value 2.0e-19 

Match length 72 

% identity 68 

NCBI Description (Y17913) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 

Seq. No. 312591 

Seq. ID xjt700095484.hl 

Method BLASTX 

NCBI GI g3885896 

BLAST score 304 

E value 5.0e-28 

Match length 93 

% identity 66 

NCBI Description (AF093636) plastocyanin precursor [Oryza sativa] 



Seq. No. 312592 

Seq. ID xjt700095507.hl 

Method BLASTX 

NCBI GI g4455232 

BLAST score 306 

E value 4.0e-28 

Match length 108 



44643 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(AL035523) putative protein [Arabidopsis thaliana] 
312593 

xjt700095534.hl 

BLASTX 

g3193284 

207 ^ . " 

1.0e-24 

88 

70 

(AF069298) No definition line found [Arabidopsis thaliana] 
312594 

xjt700095543.hl 

BLASTX 

g2829925 

159 

6.0e-ll 

41 
68 

(AC002291) Similar to dnaj-like protein, gp_Y11969_2230757 
[Arabidopsis thaliana] 

312595 

xjt700095546.hl 

BLASTX 

g2499708 

164 

2.0e-ll 

44 

86 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1020409_dbj_BAA11135_ (D73410) phospholipase D [Zea 
mays] 

312596 

xjt700095577.hl 

BLASTX 

gll29134 

348 

4.0e-33 

87 

75 

(X94105) old yellow enzyme NADPH dehydrogenase [Chenopodium 
rubrum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312597 

xjt700095591.hl 

BLASTX 

g4587572 

200 

9.0e-16 

76 

57 

(AC006550) Similar to gb_U70015 lysosomal trafficking 



44644 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



regulator from Mus musculus and contains 2 PF_00400 WD40, 
G-beta repeats. ESTs gb_T43386 and gb_AA395236 come from 
this gene. [Arabidopsis thaliana] 

312598 

xjt700095601.hl 

BLASTX 

g3036816 

201 

8.0e-16 

71 

54 

(AL022373) myosin-like protein [Arabidopsis thaliana] 
312599 

xjt700095620.hl 

BLASTX 

g417745 

431 

7.0e-43 

103 

83 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 

312600 

xjt700095629.hl 

BLASTX 

gl572819 

162 

3.0e-ll 

63 

52 

(U70855) similar to the RAS gene family [Caenorhabditis 
elegans] 

312601 

xjt700095644.hl 

BLASTX 

g2708331 

209 

7.0e-17 

66 
59 

(AF038557) ligand gated channel-like protein [Arabidopsis 
thaliana] 

312602 

xjt700095774.hl 

BLASTX 

g543938 

293 

1.0e-26 

90 
63 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



44645 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CAB48) (LHCP) >gi_82681_pir S22497 chlorophyll 

a/b-binding protein precursor (cab-48) - maize 
>gi_22228_emb_CAA44888_ (X63205) chlorophyll a /b binding 
protein [Zea mays] 

312603 

xjt700095819.hl 

BLASTX 

g4587556 

392 

3.0e-38 

100 

71 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 

312604 

xjt700095850.hl 

BLASTX 

gl870700 

181 

6.0e-14 
37 
100 

(U84116) cleavage stage histone H3 



[Psammechinus miliaris] 



312605 

xjt700095856.hl 

BLASTN 

g468491 

38 

4.0e-12 

106 

84 

Rice mRNA for lipoxygenase 
312606 

xjt700095874.hl 

BLASTX 

g3413423 

166 

8.0e-12 

50 

58 

(AJ006309) hypothetical protein [Arabidopsis thaliana] 
312607 

xjt700095882.hl 

BLASTX 

g4586056 

206 

1.0e-16 

77 

55 

(AC007020) unknown protein [Arabidopsis thaliana] 



44646 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312608 

xjt700095904.hl 

BLASTX 

g4335735 

244 

6.0e-21 

93 
48 

(AC006248) hypothetical protein [Arabidopsis tha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312609 

xjt700095936.hl 

BLASTX 

g283004 

153 

2.0e-10 

45 

67 

DNA-binding protein Gt-2 - rice >gi_20249_emb_CAA48328_ 
(X68261) gt-2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312610 

xjt700095940.hl 

BLASTN 

g3789951 

36 

7.0e-ll 

60 
90 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312611 

xjt700095947.hl 

BLASTX 

g3445208 

186 

3.0e-14 

95 

48 

(AC004786) putative amino-acid acetyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312612 

xjt700095948.hl 

BLASTX 

gl352468 

411 

1.0e-40 

96 
85 

BETA-FRUCTOFURANOSIDASE 1 PRECURSOR ( SUCROSE- 6-PHOSPHATE 
HYDROLASE 1) (INVERTASE 1) >gi_1122439 (U16123) invertase 
[Zea mays] 



44647 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312613 

xjt700095949.hl 

BLASTN 

g556557 

38 

1.0e-12 

46 
96 

Rice mRNA for homologue of Tat binding protein, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312614 

xjt700095983.hl 

BLASTX 

g283004 

278 

7.0e-25 

58 

44 

DNA-binding protein Gt-2 - rice >gi_2024 9_emb_CAA48328_ 
(X68261) gt-2 [Oryza sativa] 

312615 

xjt700095985.hl 
BLASTX 
: g4539333 
173 

1.0e-12 

88 

49 

(AL035539) putative amino acid transport protein 
[Arabidopsis thaliana] 

312616 

xjt700095994.hl 

BLASTX 

g3242708 

163 

2.0e-ll 

96 
36 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

312617 

xjt700096064.hl 

BLASTX 

g763046 

283 

2.0e-25 

87 

66 

(U23787) 4-hydroxycinnamic acid: CoA ligase [Sorghum 
bicolor] 



Seq. No. 
Seq. ID 



312618 

xjt700096068.hl 



44648 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3128193 

278 

7.0e-25 

101 

51 

(AC004521) 



hypothetical protein [Arabidopsis thaliana] 



312619 

xjt700096087.hl 

BLASTX 

g 4454468 

332 

3.0e-31 

102 

59 

(AC006234) putative NADH dehydrogenase [Arabidopsis 
thaliana] 

312620 

xjt700096091.hl 

BLASTN 

gl870200 

190 

1.0e-103 

238 

95 



NCBI Description Z.mays cyp71c2 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312621 

xjt700096114.hl 

BLASTX 

g3044218 

289 

3.0e-26 

63 

81 

(AF057144) signal peptidase 



[Arabidopsis thaliana] 



312622 

xjt700096150.hl 

BLASTX 

g2388578 

192 

8.0e-15 

59 

61 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) . ESTs 
gb_T75785, gb_R30580, gb_T04698 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



312623 

xjt700096208.hl 

BLASTX 

g554565 

459 

4.0e-46 



44649 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
100 

(M24889) 



glutathione S-transferase [Artificial gene] 



312624 

xjt700096286.hl 

BLASTN 

g3851002 

68 

4.0e-30 

194 

95 

Zea mays pyruvate dehydrogenase El beta subunit isoform 3 
mRNA, nuclear gene encoding mitochondrial protein, complete 
cds 



Seq, No. 


312625 


Seq. ID 


xjt700096293.hl 


Method 


BLASTN 


NCBI GI 


gl870200 


BLAST score 


132 


E value 


3.0e-68 


Match length 


267 


% identity 


91 




c-i * may o ^ ¥ ±r y cue 


Seq. No. 


312626 


Seq. ID 


xjt700096323.hl 


Method 


BLASTX 


NCBI GI 


g2935342 


BLAST score 


254 


E value 


4.0e-22 


Match length 


62 


% identity 


81 


NCBI Description 


(AF044216) steroid i 




[Arabidopsis thalia: 


Seq. No. 


312627 


Seq. ID 


xjt700096368.hl 


Method 


BLASTX 


NCBI GI 


g4001805 


BLAST score 


183 


E value 


9.0e-14 


Match length 


46 


% identity 


72 


NCBI Description 


(AF041476) BAF53a [1 


Seq. No. 


312628 


Seq. ID 


xjt700096384.hl 


Method 


BLASTX 


NCBI GI 


g217909 


BLAST score 


370 


E value 


1.0e-35 


Match length 


82 


% identity 


85 


NCBI Description 


(D14044) glycolate ■ 



DWF4; CYP90B1 



44650 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312629 

xjt700096447.hl 

BLASTX 

gl31772 

338 

4.0e-32 

68 

99 

40S RIBOSOMALr PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 (clone MCH1) 

maize 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312630 

xjt700096545.hl 

BLASTX 

g82080 

212 

3.0e-17 

60 

70 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312631 

xjt700096547.hl 

BLASTX 

g2911052 

155 

1.0e-10 

94 
40 

(AL021961) putative protein [Arabidopsis thaliana] 



312632 

xjt700096581.hl 

BLASTX 

g3153902 

234 

1.0e-21 
74 

84~ 

(AF066076) 14-3-3-like protein 



[Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312633 

xjt700096610.hl 

BLASTX 

gl053047 

407 

5.0e-40 

81 

100 

(U38425) histone H3 [Glycine max] >gi_105304 9 
histone H3 [Glycine max] >gi_1053051 (U38427) 
[Glycine max] 



(U38426) 
histone H3 



Seq. No. 



312634 



44651 



Seq. ID 


xj t700096630 .hi 


Method 


tit Ti omv 

BLASTX 


NCBI GI 


g2281090 


BLAST score 


194 


E value 


4 . Oe-15 


Match length 


87 


% identity 


52 


NCBI Description 


(AC002333) hypothetical protein 


Seq. No. 


312635 


Seq. ID 


X3t700096643 .hi 


Method 


BLASTX 


NCBI GI 


giioyzo b 


BLAST score 


142 


E value 


2.0e-09 


Match length 


59 


% identity 


47 


NCBI Description 


BETAINE-ALDEHYDE DEHYDROGENASE 



CURSOR (BADH) 

>gi_1085671_pir S49205 betaine-aldehyde dehydrogenase {EC 

1.2.1.8) precursor - Atriplex hortensis 
>gi_510574_emb_CAA49425_ (X69770) betaine-aldehyde 
dehydrogenase [Atriplex hortensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312636 

xjt700096679.hl 

BLASTX 

gl351904 

369 

1.0e-35 

76 

100 

ASPARTOKINASE 1 / HOMOSERINE DEHYDROGENASE 1 CHLOROPLAST 
PRECURSOR (AK-HSDH 1) (AKHSDH1) >gi_500851 (L33912) 
aspartate kinase-homoserine dehydrogenase [Zea mays] 



Seq. No. 


312637 


Seq. ID 


xjt700096687.hl 


Method 


BLASTX 


NCBI GI 


g4538968 


BLAST score 


212 


E value 


3.0e-17 


Match length 


83 


% identity 


49 


NCBI Description 


(AL049488) putati 1 


Seq. No. 


312638 


Seq. ID 


xjt700096705.hl 


Method 


BLASTX 


NCBI GI 


gl350821 


BLAST score 


170 


E value 


3.0e-12 


Match length 


42 


% identity 


79 


NCBI Description 


CHLOROPLAST 31 KD 



>gi_280403_pir S26204 RNA-binding protein 31 - 

curled-leaved tobacco >gi_19710_emb_CAA46233_ (X65117) RNA 
binding protein 31 [Nicotiana plumbaginif olia] 



44652 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-Seq . No., - 

tethod-y • ' ' * 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312639 

xjt700096785.hl 

BLASTX 

g2118425 

254 

4.0e-22 

61 

80 

subtilisin/chymotrypsin inhibitor - maize 

>gi_475253_emb_CAA55588_ (X78988) proteinase inhibitor [Zea 
mays] >gi_475922_emb_CAA49593_ (X69972) proteinase 
inhibitor [Zea mays] >gi_559538_emb_CAA57677_ (X82187) 
substilin /chymotryp sin- like inhibitor [Zea mays] 

312640- 

^-"00^789. hi,. ± 9 ~ - T 

' BLASTX ^ ^ ^ ' ' ' ' 

gl00226 
148 

1.0e-09 

60 
47 

hypothetical protein - tomato >gi_19275_emb_CAA78112__ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619jprf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

312641 

xjt700096833.hl 

BLASTX 

g2344901 

160 

3.0e-ll 

81 

48 

(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 

312642 

xjt700096845.hl 

BLASTX 

gll68470 

158 

7.0e-ll 

92 

43 

PROTEIN KINASE APK1A >gi_282877_pir S28 615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092__ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



312643 

xjt700096848.hl 

BLASTX 

gll4335 



44653 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 
; % ^identity. 
^NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



186 

2.0e-14 

40 

95 

PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+-ATPase [Arabidopsis thaliana] 

312644 

xjt700096903.hl 

BLASTX 

g2880048 

305 

5.0e-32 

86 

79 

(AC<002340) unknown protein [Arabidopsis thaliana] -V 1 : - 
312645 

xjt700096916.hl 

BLASTX 

gl730713 

151 

6.0e-10 

52 

50 

HYPOTHETICAL 108.5 KD PROTEIN IN UME3-PUB1 INTERGENIC 

REGION >gi_2131866jpir S62935 hypothetical protein YNL023c 

- yeast (Saccharomyces cerevisiae) 
>gi_1301855_emb_CAA95885_ (Z71299) ORF YNL023c 
[Saccharomyces cerevisiae] 

312646 

xjt700096952.hl 

BLASTX 

g4455350 

245 

5.0e-21 

60 

78 

(AL035524) putative protein [Arabidopsis thaliana] 
312647 

xjt700096967.hl 

BLASTX 

g2959767 

183 

8.0e-16 

97 

46 

(AJ002584) 
(AC005309) 



At MRP 4 [Arabidopsis thaliana] >gi_3738292 
glutathione-con jugate transporter AtMRP4 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



312648 

xmt700256711.hl 



44654 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g2245135 

226 

1.0e-22 

96 

58 

(Z97344) 



hypothetical protein [Arabidopsis thaliana] 



312649 

xmt700256712.hl 

BLASTX 

g2119719 

234 

9.0e-20 

56 

82 

heat-shock cognate protein, 70-3 - tomato >gi_762844 r ^ 
(L41253) Hsc70 [Lycopersicon esculentum] 

312650 

xmt700256768.hl 

BLASTX 

glll3941 

174 

1.0e-12 

54 

61 

(U40713) Pv42p [Phaseolus vulgaris] 
312651 

xmt700256830.hl 

BLASTX 

g3913239 

391 

2.0e-38 

81 

96 

PROBABLE 1-DEOXYXYLULOSE- 5 -PHOSPHATE SYNTHASE (DXP 
SYNTHASE) >gi_2612941 (AF024512) CLA1 transketolase-like 
protein [Oryza sativa] 

312652 

xmt700256866.hl 

BLASTX 

g4455331 

153 

3.0e-10 

76 

42 

(AL035525) putative protein [Arabidopsis thaliana] 
312653 

xmt700256875.hl 

BLASTX 

g4539005 

249 

1.0e-21 



44655 



Match length 


o y 


% identity 


A Q 

4 y 


NCBI Description 


[ M 1 1 U f± _? O J. y UULaLlvt: UAiuuicuu-L-ai-c _ rii. a.i-'-L "-iw^ o 


Seq. No. 


oi o ^* c ^ 
ol__004 


n. ~ t Pi 

beq. id 


XIIIX /UUZOOO^U.Ul 


Method 


TIT 7AQTY 


NCBI GI 


g2267006 


BLAST score 


331 


E value 


o . Ue-ol 


Match length 


66 


% identity 


100 


NCBI Description 


VrirUUDO-CO/ enQQopcx.IU ± uulcilci-L. -U-Lliuxiiy jji. w l-clii 


Seq. No. 


olzoob 


beq. iu 


XIUL. / UU-.JO J> • 111 


jxtetznoa 


oIjHoIA 


VIODT PT 


rrl 1 Q^ 1 ^ 


BLAST score 


169 


E value 


2.0e-12 


Match length 


43 


% identity 


86 


NCBI Description 


ENOLASE 1 (2-PH0SPH0GLYCERATE DEHYDRATASE 1) 



[Oryza sativa] 



{ 2 -PHOS PHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 



Seq. No. 


312656 


Seq. ID 


xmt700256931.hl 


Method 


BLASTN 


NCBI GI 


g687244 


BLAST score 


159 


E value 


2.0e-84 


Match length 


202 


% identity 


95 


NCBI Description 


Zea mays oil body prote 




complete cds 


Seq. No. 


312657 


Seq. ID 


xmt700256940.hl 


Method 


BLASTN 


NCBI GI 


gll29085 


BLAST score 


49 


E value 


9.0e-19 


Match length 


77 


% identity 


91 


NCBI Description 


Wheat mRNA for protein 


Seq. No. 


312658 


Seq. ID 


xmt700257028.hl 


Method 


BLASTX 


NCBI GI 


g!710077 


BLAST score 


272 


E value 


2.0e-24 


Match length 


54 


% identity 


91 



(olel6) gene, 



complete cds, clone wcH2A-9 



44656 



NCBI Description 



PEROXIREDOXIN (REHYDRIN HOMOLOG) (B15C) 

>gi_2130029_pir S60285 B15C protein - barley 

>gi_471321_emb_CAA54066_ (X76605) HvB15C [Hordeum vulgare] 
>gi_1694833_emb_CAA65387_ (X96551) peroxiredoxin [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312659 

xmt700257203.hl 

BLASTX 

g2501190 

195 

2.0e-15 

48 

83 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize, >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

312660 

xmt700257240.hl 

BLASTX 

gl352681 

175 

3.0e-13 

41 

80 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_1076391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312661 

xmt700257277.hl 

BLASTX 

g2911067 

214 

9.0e-18 

48 
79 

(AL021960) UV.-damaged DNA-binding protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312662 

xmt700257310.hl 

BLASTN 

g473602 

204 

l.Oe-111 

261 

95 

Zea mays W-22 histone H2A mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



312663 

xmt700257319.hl 

BLASTX 

g2058280 



44657 



BLAST score 


189 


E value 


7.0e-15 


Match length 


41 


% identity 


88 


NCBI Description 


(X97381) atran3 [Arabidopsis thaliana] 


Seq. No. 


312664 


Seq. ID 


xmt700257369.hl 


Method 


BLASTN 


NCBI GI 


g3108052 


BLAST score 


36 


E value 


4.0e-ll 


Match length 


68 


% identity 


88 


NCBI Description 


Zea mays myo-inositol 1-phosphate synthase mRNA, complete 




cds 


Seq. No. 


- < 

312665 


Seq. ID 


xmt700257375 .hi 


Method 


BLASTN 


NCBI ' GI 


g2345153 


BLAST score 


195 


E value 


1.0e-106 


Match length 


218 


% identity 


98 


NCBI Description 


Zea mays ribsomal protein S4 (rps4) mRNA, complete cds 


Seq. No. 


312666 


Seq. ID 


xmt700257483.hl 


Method 


BLASTX 


NCBI GI 


g3482916 


BLAST score 


151 


E value 


4.0e-10 


Match length 


95 


% identity 


36 


NCBI Description 


(AC003970) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


312667 


Seq. ID 


xmt700257707.hl 


Method 


BLASTX 


NCBI GI 


gl336084 


BLAST score 


151 


E value 


2.0e-10 


Match length 


53 


% identity 


53 


NCBI Description 


(U56635) Arabidopsis thaliana glutamate dehydrogenase 2 




(GDH2) mRNA, complete cds. [Arabidopsis thaliana] 


Seq. No. 


312668 


Seq. ID 


xmt700257728.hl 


Method 


BLASTX 




g4i / xo4 


BLAST score 


139 


E value 


6.0e-09 


Match length 


36 


% identity 


83 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi 100685_pir S25541 heat shock 



44658 



protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312669 

xmt700257736.hl 

BLASTX 

gl710078 

161 

1.0e-ll 

41 
71 

RAB24 PROTEIN >gi__971280_dbj_BAA09947_ 
protein [Oryza sativa] 



(D63917) RAB24 



Seq, No. 


312670 


Seq* ID 


xmt700257837.hl 


Method 


BLASTN 


NCBI GI 


g3452291 


BLAST score 


98 


E value 


5.0e-48 


Match length 


152 


% identity 


92 


NCBI Description 


Zea mays retrotransposon Huck-: 


Seq. No. 


312671 


Seq. ID 


xmt700258007.hl 


Method 


BLASTX 


NCBI GI 


g3860245 


BLAST score 


214 


E value 


2.0e-17 


Match length 


66 


% identity 


59 


NCBI Description 


(AC005824) putative argonaute ; 




thaliana] " 


Seq. No. 


312672 


Seq. ID 


xmt700258048.hl 


Method 


BLASTX 


NCBI GI 


gl495768 


BLAST score 


176 


E value 


3.0e-13 


Match length 


52 


% identity 


65 


NCBI Description 


(Z68506) chloroplast inner env 




(IEP110) [Pisum sativum] 


Seq. No. 


312673 


Seq. ID 


xmt700258052.hl 


Method 


BLASTX 


NCBI GI 


gl703574 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


80 


% identity 


45 



110 kD 



NCBI Description (U80437) C43E11.9 [Caenorhabditis elegans] 



44659 



Seq. No. 


312674 


Seq. ID 


xmt /uUzoou . nl 


Method 


BLASTN 


NCBI GI 


g3452306 


BLAST score 


89 


E value 


2.0e-42 


Match length 


97 


% identity 


98 


NCBI Description 


Zea mays retrotransposon opie-J 0 iiiK, partial sequence 


Seq. No. 


312675 


Seq. ID 


xmt / OUzoollo.nl 


Method 


BLASTX 


NCBI GI 


g4512698 


BLAST score 


180 


E value 


9. Oe-14 


Match length 


53 


% identity 


68 ' 


NCBI Description 


(ACUUbooy) nypotnericai protein [AraDiaopsis inananaj 


Seq. No. 


312676 


Seq. ID 


xmt 7 00258 18 6. hi 


Method 


BLASTX 


NCBI GI 


g3201541 


BLAST score 


344 


E value 


1.0e-32 


Match length 


74 


% identity 


86 


NCBI Description 


(AJ005077) TCTR2 protein [Lycopersicon esculentum] 


Seq. No. 


312677 


Seq. ID 


xmt 7 00258 196. hi 


Method 


BLASTX 


NCBI GI 


g3201626 


BLAST score 


326 


E value 


1.0e-30 


Match length 


94 


% identity 


65 


NCBI Description 


(AC004669) putative protein kinase MAP3K [Arabidopsis 




thaliana] 


Seq. No. 


312678 


Seq. ID 


xmt /uUiOo^i / *ni 


Method 


BLASTX 


NCBI GI 


g3128195 


BLAST score 


254 


E value 


2.0e-22 


Match length 


56 



% identity 

NCBI Description 



86 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



312679 

xmt700258240.hl 
BLASTX 



44660 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2618689 
140 

8.0e-09 

38 

74 

(AC002510) unknown protein [Arabidopsis thaliana] 
312680 

xmt700258275.hl 

BLASTN 

gl620544 

34 

1.0e-09 

34 

100 

Sorghum bicolor hypothetical URF107 mRNA, complete cds 
312681 

xmt700258317.hl 

BLASTX 

g3925225 

166 

8.0e-12 

34 
100 

(AF037030) 6-phosphogluconate dehydrogenase isoenzyme B 
[Zea mays] 

312682 

xmt700258323.hl 

BLASTX 

g547818 

174 

9.0e-13 

40 

85 

LATE EMBRYOGENES I S ABUNDANT PROTEIN B19.3 (LEA B19.3) 

>gi_542123_pir S36751 embryonic abundant protein B19.3 - 

barley >gi_19015_emb_CAA44 623_ (X62805) LEA B19.3 [Hordeum 
vulgare] 

312683 

xmt700258361.hl 

BLASTX 

gl26078 

161 

1.0e-ll 

58 

53 

LATE EMBRYOGENES I S ABUNDANT PROTEIN D-34 (LEA D-34) 

>gi_81554_pir S04046 embryonic abundant protein gD-34 - 

upland cotton >gi_18501_emb_CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 



Seq. No. 



312684 



44661 



Seq. ID 


XIllX / UUZOOODft .111. 


Method 




NCBI GI 


gl213279 


BLAST score 


38 


E value 


Z . Ue-lz 


Match length 


38 


% identity 


100 


NCBI Description 


Z.mays ZEMc gene 


Seq. No. 


312ob5 


Seq. ID 


xmx /uuzooj / / .ni 


Method 


T2T 7\ OTY 
JdJ_iAo 1 A 




yjido / o -? o 


BLAST score 


398 


E value 


5.0e-39 


Match length 


98 


% identity 


72 


NCBI Description 


(AC003979) Strong 



transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312686 

xmt700258392.hl 

BLASTX 

g584867 

305 

4.0e-28 

93 

59 

CYTOCHROME P450 
>gi_481959_pir 



77A2 (CYPLXXVIIA2) (P-450EG5) 
S40266 gene CYP77A2 protein - 



eggplant 

>gi~542071~p ir ZI s41598 cytochrome P450 77A2 - eggplant 
>gi_438241_emb_CAA50646_ (X71655) CYP77A2 [Solanum 
melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312687 

xmt700258438.hl 

BLASTX 

g2330651 

281 

2.0e-25 

61 

84 

(Y14559) topoisomerase II 



[Pisum sativum] 



312688 

xmt700258460.hl 

BLASTN 

g22340 

100 

2.0e-49 

108 
99 

Maize gene for heat shock protein 
pMON 9502) 



70 exon 1 (hsp70; clone 



44662 



beq. No* 




beq. ijJ 


XIUT, / UU^JO^DU .111. 


Method 


bLAb 1A 


NCBI bl 


CJ4t 400ZZ J 


BLAST score 


137 


E value 


9.0e-09 


Match length 


A R 


% identity 


c /" 
OO 


NCBI Description 


(AL035440) putative DNA binding protein [Arabidopsis 




thaliana] 


Seq. No. 


olzo9U 


beq. ID 




Method 


rJLAbl A 


NCBI GI 


g3986691 


BLAST score 


389 


E value 


o . Ue- 


Match length 


86 


% identity 


86 


NCBI Description 


(AF101421) heat shock protein [Cichorium intybus] 


Seq. No. 


^lzoyi 


Seq. ID 


xnrc /uuzooooz. ni 


Method 


oliilO 1 A 


NCBI GI 


g4106395 


BLAST score 


171 


E value 


4 . Oe-13 


Match length 


91 


% identity 


43 


NCBI Description 


(AF073744) raffinose synthase [Cucumis sativus] 


Seq. No. 


312692 


Seq. ID 


xmt /UUzoobo / . nl 


Method 


rJliAbl A 


MPT) T /-i T 

NCBI GI 


go4zloz 






E value 


2.0e-33 


Match length 


86 


% identity 


85 


NCBI Description 


vicilin-like storage protein Glbl-L, embryo - maize 




>gi_22284_emb_CAA41809_ (X59083) vicilin-like embryo 



storage protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312693 

xmt700258659.hl 

BLASTX 

g4580467 

318 

1.0e-29 

85 
71 

(AC006081) putative protein phosphatase; similar to protein 
phosphatase 2C from Mesembryanthemum [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



312694 

xmt700258817.hl 
BLASTX 



44663 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3334474 
152 

3.0e-ll 

61 

72 

OLEOSIN ZM-I (OLEOSIN 16 KD) (LIPID BODY-ASSOCIATED MAJOR 
PROTEIN) (LIPID BODY-ASSOCIATED PROTEIN L3) 

>gi_1076817_pir S52029 oleosin 16 - maize >gi_687245 

(U13701) 16 kDa oleosin [Zea mays] 

312695 

xmt700258985.hl 

BLASTX 

g2950395 

323 

3.0e-30 
97 

72 ^ 
(AJ224847) oxidoreductase [Zea mays] 

312696 1 

xmt700259025.hl 

BLASTX 

gl00876 

307 

2.0e-28 

77 

77 

globulin-2 precursor - maize >gi_228310_prf 1802402A 

globulin 2 [Zea mays] 

312697 

xmt700259194.h2 

BLASTX 

g3914425 

303 

9.0e-37 

96 

82 

PROTEASOME EPSILON CHAIN PRECURSOR (MACRO PAIN EPSILON 
CHAIN) ( MULT I C AT AL YT I C ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi__2511596_emb_CAA74029.1_ (Y13695) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421117 (AF043536) 20S 
proteasome beta subunit PBE1 [Arabidopsis thaliana] 

312698 

xmt700259204.hl 

BLASTX 

g2191144 

269 

4.0e-24 

78 

65 

(AF007269) A_IG002N01 . 24 gene product [Arabidopsis 
thaliana] 



44664 



Seq. No. 


312699 


Seq. ID 


xmt / uu/oyjuy.ni 


Method 


.D-LAo JL A 


NCBI GI 


g2198853 


BLAST score 


516 


E value 


O C\ n CQ 

0 . Ue-00 


Match length 


1U4 


%■ identity 


100 


NCBI Description 


(Ac UU / / O 0 J CySTlc 


Seq. No. 


312700 


Seq. ID 


xmt, /Uuzoyoz4 . ni 


Method 


TIT 7\ C 1 TIM 

BLAST N 


NCBI GI 


-_0 O O Q 1 

gzzzol 


BLAST score 


74 


E value 


7.0e-34 


Match length 


I4y 


% identity 


89 


NCBI Description 


Zea mays Glbl-0 




(truncated) 


Seq. No. 


312701 


Seq. ID 


xmt700259360.hl 


Method 


BLASTN 


NCBI GI 


g4585620 


BLAST score 


197 


E value 


1.0e-107 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 
96 

Zea mays hmgi/y gene, exons 1-2 
312702 

xmt700259428.hl 

BLASTN 

gl68512 

64 

4.0e-28 

108 

90 

Maize major protein (L3) mRNA from the surface of lipid 
bodies, 3 T end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312703 

xmt700259517.hl 

BLASTX 

g3650037 

167 

3.0e-12 

40 

82 

(AC005396) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



312704 

xmt700259555.hl 

BLASTX 

g3913240 



44665 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285 

8.0e-26 

62 
89 

MAGNESIUM-CHELATASE SUBUNIT CHLD PRECURSOR 
(MG-PROT0P0RPHYRIN IX CHELATASE) (MG-CHELATASE SUBUNIT D) 
>gi_2239151_emb_CAA71128_ (Y10022) CHLD magnesium chelatase 
subunit [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq: ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312705 

xmt700259589.hl 

BLASTX 

g2598227 

190 

1.0e-14 

56 
71 

(AJ222585) AT-hook protein 1 



[Arabidopsis thaliana] 



312706 

xmt700259603.hl 

BLASTX 

g2462732 

302 

5.0e-28 

76 

70 

(AC002292) Hypothetical Protein [Arabidopsis thaliana] 
312707 

xmt700259645.hl 

BLASTX 

gl708311 

274 

8.0e-25 

63 

86 

CHLOROPLAST STROMA 70 KD HEAT SHOCK-RELATED PROTEIN 
>gi_170094 (M99565) 80 kDa heat shock protein [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312708 

xmt700259653 
BLASTN 
g687244 
101 

6.0e-50 

172 

90 

Zea mays 
complete 



.hi 



oil body protein 16 
cds 



kDa oleosin (ole!6) gene, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312709 

xmt700259667.hl 

BLASTX 

g3108053 

293 



44666 



E value 
Match length 
% identity 
NCBI Description 



1.0e-26 

58 
97 

(AF056326) myo-inositol 1-phosphate synthase; IN01 [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
■Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312710 

xmt700259733.hl 

BLASTN 

g22292 

97 

1.0e-47 

129 

94 

Z.mays mRNA for glycine-rich protein 
312711 

xmt700259748.hl 

BLASTX 

g4336905 

231 

9.0e-20 

47 

96 

(AF112244) Ran-related GTP binding protein [Zea mays] 
312712 

xmt700259846.hl 

BLASTX 

gl36063 

174 

6.0e-13 

58 
66 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217 974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 

312713 

xmt700259946.hl 

BLASTX 

g4512667 

155 

8.0e-ll 

74 

45 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 

312714 - 

xmt700260149.hl 

BLASTX 

gl839188 

174 

4.0e-13 

50 



44667 



# • 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(U86081) root hair defective 3 [Arabidopsis thaliana] 
312715 

xmt700260189.hl 

BLASTN 

gl69818 

141 

9.0e-74 

173 
95 

Rice 25S ribosomal RNA gene 
312716 

xmt700260263.hl 

BLASTX 

gl32659 

351 

2.0e-33 

77 

84 

SOS RIBOSOMAL PROTEIN LI 3, CHLOROPLAST PRECURSOR (CL13) 

>gi_81483_pir A32033 ribosomal protein L13 precursor, 

chloroplast - spinach >gi__170133 (J04461) ribosomal protein 
L13 [Spinacia oleracea] 

312717 

xmt700260334.h2 

BLASTX 

g3914685 

151 

2.0e-10 

39 

77 

60S RIBOSOMAL PROTEIN L17 >gi_2668748 (AF034948) ribosomal 
protein L17 [Zea mays] 

312718 

xmt700260372.h2 

BLASTX 

g3294467 

154 

1.0e-10 

34 

91 

(U89341) phosphoglucomutase 1 [Zea mays] 
312719 

xmt700260445.hl 

BLASTX 

g4559391 

154 

9.0e-ll 

58 
55 

(AC006526) putative auxin response factor 1 [Arabidopsis 
thaliana] 



44668 



Seq. No. 


o i oion 


beq. ID 


XltlL / UUZDUOUo .ni 


Method 


BLASTN 


NCBI GI 


g22270 


BLAST score 


59 


E value 


5 . Oe-25 


Match length 


123 


% identity 




NCBI Description 


Maize mRNA from an embryogenic abscisic acid-: 


Seq. No. 


312721 


Seq. ID 


xmt /UuzoUMo .nz 


Method 


BLASTX 


NCBI GI 


g4220523 


BLAST score 


160 


E value 


2.0e-18 


Match length 


70 


% identity 


r c 


NCBI Description 


(AL035356) putative allun lyase [Arabidopsis 


Seq. No. 


312722 


Seq. ID 


xmt7002607 60 .hi 


Method 


BLASTX 


NCBI GI 


g3021357 


BLAST score 


289 


E value 


4 . 0e-26 


Match length 


80 


% identity 


76 


NCBI Description 


(AJ005082) UDP-galactose 4-epimerase [Cyamops 




tetragonoloba] 


Seq. No. 


.312 /23 


Seq. ID 


xmt700260839.hl 


Method 


BLASTX 


NCBI GI 


g3249105 


BLAST score 


219 


E value 


2.0e-18 


Match length 


66 



% identity 

NCBI Description 



62 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



312724 

xmt700260945.hl 

BLASTX 

g4510380 

194 

4.0e-15 
90 

46 . 

(AC007017) putative calcium-dependent protein kinase 
[Arabidopsis thaliana] 

312725 

xmt700260970.hl 
BLASTN 



44669 




NCBI GI g687244 

BLAST score 259 

E value 1.0e-144 

Match length 282 

% identity 98 

NCBI Description Zea mays oil body 
complete cds 




protein 16 kDa oleosin (olel6) gene, 



Seq. No. 312726 

Seq. ID xmt700260982.hl 

Method BLASTX 

NCBI GI g542182 

BLAST score 222 

E value 2.0e-18 

Match length 54 

% identity 76 

NCBI De-scription vicilin-like storage protein Glbl-L, embryo - maize 
>gi__22284_emb_CAA41809_ (X59083) vicilin-like embryo 
storage protein [Zea mays] 

Seq. No. 312727 

Seq. ID xmt700260994.hl 

Method BLASTX 

NCBI GI g3219267 

BLAST score 145 

E value 2.0e-09 

Match length 86 

% identity 44 n 

NCBI Description (AB015313) MAP kinase kinase 2 [Arabidopsis thalxana] 

Seq. No. 312728 

Seq. ID xmt700261055.hl 

Method BLASTN 

NCBI GI gl69818 

BLAST score 61 

E value 4.0e-26 

Match length 69 

% identity 97 

NCBI Description Rice 25S ribosomal RNA gene 



Seq. No. 312729 

Seq. ID xmt700261074.hl 

Method BLASTX 

NCBI GI g3758833 

BLAST score 143 

E value 2.0e-09 

Match length 37 

% identity 76 

NCBI Description (Y18225) MtN6 [Medicago truncatula] 

Seq. No. 312730 

Seq. ID xmt700261079.hl 

Method BLASTN 

NCBI GI gl597722 

BLAST score 134 

E value 1.0e-69 

Match length 166 



44670 



% identity 


95 


NCBI Description 


Zea mays CRINKLY 4 precursor 


Seq. No. 


312731 


Seq. ID 


i n A A A -T A r 1_ -I 

xmt 7 00261105 .hi 


Method 


BLASTX 


NCBI GI 


gl698690 


BLAST score 


215 


E- value 


2.0e-17 


Match length 


42 


% identity 


95 


NCBI Description 


(U67317) beta-ketoacyl-ACP s; 


Seq. No. 


312732 


Seq. ID 


xmt7 002 61140 .hi 


Method 


BLASTX 


NCBI GI 


-1 A A AH /• 

g!00876 


BLAST score 


403 


E value 


1.0e-39 


Match length 


75 


% identity 


99 


NCBI Description 


globulin-2 precursor - maize 




globulin 2 [Zea mays] 


Seq. No. 


312733 


Seq. ID 


xmt700261141.hl 


Method 


BLASTX 


NCBI GI 


gl00876 


BLAST score 


357 


E value 


3.0e-34 


Match length 


84 


% identity 


81 


NCBI Description 


globulin-2 precursor - maize 




globulin 2 [Zea mays] 


Seq. No. 


312734 


Seq. ID 


xmt700261174.hl 


Method 


BLASTX 


NCBI GI 


g312179 


BLAST score 


381 


E value 


7.0e-37 



[Cuphea wrightii] 



Match length 

% identity 

NCBI Description 



82 
90 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi__1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858 ) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] - 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



312735 

xmt700261339.hl 

BLASTX 

g3108053 

285 

6.0e-26 

56 

96 



44671 



NCBI Description 



(AF056326) myo-inositol 1-phosphate synthase; IN01 [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312736 

xmt700261376.hl 

BLASTX 

g2130082 

229 

3.0e-19 

83 
55 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_1586408_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312737 

xmt700261384.hl 

BLASTX 

gl296955 

253 

5.0e-22 

51 

46 

(X95402) duplicated domain structure protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312738 

xmt700261480.hl 

BLASTX 

gll72818 

179 

1.0e-13 

54 

72 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312739 

xmt700261524.hl 

BLASTX 

gl346487 

301 

6.0e-28 

60 

97 

MALATE SYNTHASE, GLYOXYSOMAL >gi_532625 
synthase [Zea mays] 



(L35914) malate 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312740 

xmt700261612.hl 

BLASTX 

gll54954 

249 

2.0e-21 
52 



44672 



% identity 

NCBI Description 



98 

(X94693) histone H2A [Triticum aestivum] 



Seq. No. 


31Z /41 


Seq. ID 


xmt700261784.hl 


Method 


BLASTN 


NCBI GI 


g687244 


BLAST score 


86 


E value 


4 . Oe-41 


Match length 


122 


% identity 


93 


NCBI Description 


Zea mays oil body protein 16 kDa < 




complete cds 


Seq. No. 


312742 


Seq. ID 


xmt700261794.hl 


Method 


BLASTX 


NCBI GI 


g2935573 


BLAST score 


176 


E value 


7.0e-25 


Match length 


76 


% identity 


83 


NCBI Description 


(AF050180) KNOX class homeodomain 


Seq. No. 


312743 


Seq. ID 


xmt700261864.hl 


Method 


BLASTX 


NCBI GI 


g2462749 


BLAST score 


268 


E value 


4.0e-24 


Match length 


63 


% identity 


81 


NCBI Description 


(AC002292) Putative Serine/Threon 




[Arabidopsis thaliana] 


Seq. No. 


312744 


Seq. ID 


xmt700261868.hl 


Method 


BLASTN 


NCBI GI 


g687244 


BLAST score 


156 


E value 


1.0e-82 


Match length 


195 


% identity 


95 


NCBI Description 


Zea mays oil body protein 16 kDa 




complete cds 


Seq. No. 


312745 


Seq. ID 


xmt700261965.hl 


Method 


BLASTX 


NCBI GI 


g3080414 


BLAST score 


183 


E value 


6.0e-14 


Match length 


54 


% identity 


78 


NCBI Description 


(AL022604) putative protein [Arab 


Seq. No. 


312746 



(olel6) gene, 



[Oryza sativa] 



44673 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xmt700261975.hl 

BLASTX 

g4586244 

290 

3.0e-26 

102 

54 

(AL049640) putative protein [Arabidopsis thaliana] 
312747 

xmt700261986.hl 

BLASTN 

g473602 

186 

1.0e-100 

222 
96 

Zea mays W-22 histone H2A mRNA, complete cds 



312748 

xmt700261993.hl 

BLASTX 

g730146 

145 

1.0e-09 

49 
53 

NITRATE REDUCTASE (NR) 
reductase (NADH) (EC 1 
>gi_5 1 7 3 5 6_emb_CAA5 6696 
[Lotus japonicus] 



>gi_632154jpir S47029 nitrate 

6.6.1) - Lotus japonicus 

(X80670) nitrate reductase (NADH) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



312749 

xmt700262161.hl 

BLASTN 

g687244 

202 

1.0e-110 

221 

98 

Zea mays oil body protein 16 kDa oleosin (olel6) gene, 
complete cds 

312750 

xmt700262163.hl 

BLASTX 

g2119187 

218 

1.0e-24 

60 

98 

transmembrane protein, glucose starvation-induced - maize 
>gi_575731_emb_CAA57955_ (X82633) transmembrane protein 
[Zea mays] 

312751 

xmt700262211.hl 



44674 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2652938 

159 

6.0e-17 

71 

62 

(Z47554) 



orf [Zea mays] 



312752 

xmt700262230.nl 

BLASTX 

g3914423 

175 

4.0e-26 

62 

94 

PROFILIN 4 >gi_2642324 (AF032370) profilin [Zea mays] 
312753 

xmt700262238.hl 

BLASTX 

g4539335 

244 

6.0e-21 

98 

50 

(AL035539) putative protein [Arabidopsis thaliana] 
312754 

xmt700262267.hl 

BLASTN 

g687244 

291 

1.0e-163 

298 

100 

Zea mays oil body protein 16 kDa oleosin (olel6) gene 
complete cds 

312755 

xmt700262294.hl 

BLASTX 

g4220474 

168 

2.0e-12 

56 

68 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312756 

xmt700262355.hl 

BLASTX 

gl703227 

241 

1.0e-20 
84 



44675 



% identity 56 

NCBI Description ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC— PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC— ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi__629770_pir S42535 alanine transaminase (EC 

2.6.1.2) - barley >gi_4 6914 8_emb_CAA81231_ (Z26322) alanine 
aminotransferase [Hordeum vulgare] 



Seq. No. 312757 

Seq. ID xmt700262385.hl 

Method BLASTX 

NCBI GI g633890 

BLAST score 396 

E value 8.0e-39 

Match length 90 

% identity 83 n rn ^ 

NCBI Description (S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 

Seq. No. 312758 

Seq. ID xmt700262404.hl 

Method BLASTN 

NCBI GI g4321977 

BLAST score 42 

E value 9.0e-15 

Match length 70 

% identity 90 

NCBI Description Zea mays beta-amylase (Amy2) gene, complete cds 

Seq. No. 312759 

Seq. ID xmt700262437.hl 

Method BLASTX 

NCBI GI g3935141 

BLAST score 159 

E value 5.0e-ll 

Match length 92 

% identity 39 

NCBI Description (AC005106) T25N20.5 [Arabidopsis thaliana] 

Seq. No. 312760 

Seq. ID xmt700262483.hl 

Method BLASTX 

NCBI GI g3928150 

BLAST score 245 

E value 4.0e-21 

Match length 62 

% identity 73 

NCBI Description (AJ131049) hypothetical protein [Cicer arietinum] 

Seq. No. 312761 

Seq. ID xmt700262520.hl 

Method BLASTN 

NCBI GI gl69818 

BLAST score 66 

E value 8.0e-29 

Match length 78 

% identity 96 

NCBI Description Rice 25S ribosomal RNA gene 



44676 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312762 

xmt700262540.hl 

BLASTX 

g2160190 

222 

2.0e-18 

58 

72 

(AC000132) No definition line found [Arabidopsis thaliana] 
312763 

xmt700262541.hl 

BLASTX 

g4519507 

313 

4.0e-29 

78 

77 

(D88434) protein abundantly expressed during apple fruit 
development [Malus domestica] 

312764 

xmt700262702.hl 

BLASTX 

gl345588 

169 

1.0e-15 

50 

98 

14-3-3-LIKE PROTEIN GF14-12 >gi_998432_bbs_164524 
GF14-12=GRF2 product/14-3-3 protein homolog [Zea mays, 
XL80, Peptide, 261 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312765 

xmt700262768.hl 

BLASTN 

g687244 

290 

1.0e-162 

297 

100 

Zea mays oil body protein 16 
complete cds 



kDa oleosin (olel6) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312766 

xmt700262802.hl 

BLASTX 

gl346760 

166 

8.0e-12 

49 

63 

SERINE/THREONINE PROTEIN 
>gi_8 2925 5_emb_CAA8 63 3 9_ 
1 [Arabidopsis thaliana] 



PHOSPHATASE PP1 ISOZYME 6 
(Z4 6253) protein phosphatase type 
>giJ3153203 (U80921) 



serine/threonine protein phosphatase type one [Arabidopsis 



44677 



thaliana] 



Seq. No. 


01 O 1 C H 

olz /o / 


Seq. ID 


xmt700262815.hl 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


169 


E value 


2 . Oe-90 


Match length 


211 


% identity 


96 


NCBI Description 


Maize Zcl gene for Zein 


Seq. No. 


312768 


Seq. ID 


xmt7002 62922 .hi 


Method 


BLASTX 


NCBI GI 


gl00876 


BLAST score 


342 


E value 


2.0e-32 


Match length 


73 


% identity 


99 


NCBI Description 


globulin-2 precursor - : 




globulin 2 [Zea mays] 


Seq. No. 


312769 


Seq. ID 


xmt700262958.hl 


Method 


BLASTN 


NCBI GI 


g2345153 


BLAST score 


73 


E value 


5.0e-33 



(14 kD zein-2) 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



73 
100 

Zea mays ribsomal protein S4 (rps4) mRNA, complete cds 



312770 

xmt700262994.hl 

BLASTN 

g3819440 

39 

9.0e-13 

83 

87 

Hordeum vulgare genomic 



DNA fragment; clone MWG0934.rev 



312771 

xmt700263019.hl 

BLASTX 

g3212869 

254 

2.0e-22 

64 

77 

(AC004005) unknown protein [Arabidopsis thaliana] 
312772 

xmt700263062.hl 

BLASTX 

g2369714 



44678 



BLAST score 


155 


E value 


8.0e-ll 


Match length 


31 


% identity 


97 


NCBI Description 


(Z97178) elongatxon factor 2 


Seq. No. 


312773 


Seq. ID 


xmt7002 63090 .hi 


Method 


BLASTX 


NCBI GI 


g4521249 


BLAST score 


170 


E value 


1 . Oe-12 


Match length 


45 


% identity 


73 


NCBI Description 


(AB013912) DNA helicase [Mus 


Seq. No. 


312774 


Seq. ID 


xmt700263146.hl 


Method 


BLASTN 


NCBI GI 


g902524 


BLAST score 


84 


E value 


7.0e-40 


Match length 


131 


% identity 


92 


NCBI Description 


Zea mays clone MubGlO ubiqui 




complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312775 

xmt700263176.hl 

BLASTX 

g960289 

159 

3.0e-ll 

36 

83 

(L34343) anthranilate synthase alpha subunit [Ruta 
graveolens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312776 

xmt700263184.hl 

BLASTX 

g4191616 

287 

3.0e-26 

76 

64 

(AF120334) GTP-binding protein NGB [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312777 

xmt700263192.hl 

BLASTX 

g3157951 

314 

2.0e-29 

65 

92 

(AC002131) Contains similarity to vesicle trafficking 



44679 



protein gb_U91538 from Mus musculus. ESTs gb_F15494 and 
gb F14097 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


Ol OT7Q 


Seq. ID 


xmt700263233.hl 


Method 


BLASTN 


NCBI GI 


O T O A A 

goo /z44 


BLAST score 


164 


E value 


2. Oe-87 


Match length 


171 


% identity 


99 


NCBI Description 


Zea mays oil body protein li 




complete cds 


Seq. No. 


312779 


Seq. -ID 


xmt700263240.hl 


Method 


BLASTX 


NCBI GI 


g2623307 


BLAST score 


158 


E value 


3.0e-24 


Match length 


70 


% identity 


79 


NCBI Description 


(AC002409) putative ubiquit: 




thaliana] 


Seq. No. 


312780 


Seq. ID' 


xmt700263245.hl 


Method 


BLASTN 


NCBI GI 


gl68604 


BLAST score 


154 


E value 


1. Oe-81 


Match length 


166 


% identity 


98 


NCBI Description 


Zea mays viviparous -1 mRNA, 


Seq. No. 


312781 


Seq. ID 


xmt700263294.hl 


Method 


BLASTX 


NCBI GI 


g4220529 


BLAST score 


160 


E value 


4 . Oe-11 


Match length 


69 


% identity 


42 


NCBI Description 


(AL035356) putative protein 


Seq. No. 


312782 


Seq. ID 


xmt 7 002 63320 .hi 


Method 


BLASTN 


NCBI GI 


g687244 


BLAST score 


297 


E value 


1.0e-166 


Match length 


304 


% identity 


100 


NCBI Description 


Zea mays oil body protein I 1 




complete cds 



kDa oleosin (olel6) gene, 



[Arabidopsis 



complete cds 



(olel6) gene, 



Seq. No. 



312783 



44680 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xmt700263349.hl 

BLASTX 

gl001311 

167 

3.0e-12 

40 

80 

(D64006) hypothetical protein [Synechocystis sp.] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312784 

xmt700263483.hl 

BLASTX 

g2462927 

248 

2.0e-21 

62 

77 

(Y10342) putative amidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312785 

xmt700263509.hl 

BLASTX 

gl35430 

215 

7.0e-18 

42 
98 

TUBULIN ALPHA CHAIN >gi_7157 6_pir UBURAL tubulin alpha 

chain - sea urchin {Lytechinus pictus) (fragment) 



Seq. No. 


312786 


Seq. ID 


xmt700263620.hl 


Method 


BLASTX 


NCBI GI 


g3264765 


BLAST score 


201 


E value 


4.0e-16 


Match length 


45 


% identity 


73 


NCBI Description 


(AF071892) omega-6 fatty acid desaturase 


Seq. No. 


312787 


Seq. ID 


xmt700263626.hl 


Method 


BLASTN 


NCBI GI 


g2895865 


BLAST score 


57 


E value 


8.0e-24 


Match length 


77 


% identity 


94 


NCBI Description 


Oryza sativa methylmalonate semi -aldehyde 




(MMSDH1) mRNA, complete cds 


Seq. No. 


312788 


Seq. ID 


xmt700263757.hl 


Method 


BLASTX 


NCBI GI 


g3786009 


BLAST score 


360 


E value 


3.0e-38 



44681 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



99 
84 

(AC005499) 



unknown protein [Arabidopsis thaliana] 



312789 

xmt700263778.hl 

BLASTN 

g3452288 

227 

1.0e-125 

283 

95 

Zea mays retrotransposon Grande-Zml 3 1 
sequence 



LTR, partial 



312790 

xmt700263783.hl 

BLASTX 

gl749752 

176 

2.0e-13 

69 

46 

(D89272) similar to Saccharomyces cerevisiae T-complex 
protein l,theta subunit, SWISS-PROT Accession Number P4707 9 
[Schizosaccharomyces pombe] 

312791 

xmt700263835.hl 

BLASTX 

g2979549 

169 

4.0e-12 

79 

41 

(AC003680) putative 7-ethoxycoumarin O-deethylase 
[Arabidopsis thaliana] 

312792 

xmt700263851.hl 

BLASTX 

gl362064 

179 

3.0e-13 

42 

86 

small G protein - garden pea >gi_871514_emb_CAA9007 9_ 
(Z49899) small G protein [Pisum sativum] 

312793 

xmt700263860.hl 

BLASTX 

gl945277 

170 

2.0e-12 

58 

57 



44682 



NCBI Description 



(Z94180) branched chain alpha-keto acid dehydrogenase 
El-alpha subunit [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312794 

xmt700263862.hl 

BLASTX 

g!169518 

180,r- 

2.0e-13 

38 

92 

EM PROTEIN H5 >gi_629821_pir S43332 EmH5 protein - wheat 



312795 

xmt700263884.hl 

BLASTX 

g2832685 

153 

3.0e-10 

36 
81 

(AL021712) putative protein 



[Arabidopsis thaliana] 



312796 

xmt700263915.hl 

BLASTX 

g3641252 

162 

1.0e-ll 

65 

52 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312797 

xmt700263916.hl 

BLASTX 

gl488255 

163 

8.0e-12 

44 
68 

(U38416) ferulate-5-hydroxylase [Arabidopsis thaliana] 
>gi_2961381_emb_CAA18128_ (AL022141) f erulate-5-hydroxylase 
(FAH1) [Arabidopsis thaliana] >gi_3925365 (AF068574) 
ferulate-5-hydroxylase [Arabidopsis thaliana] 

312798 

xmt700263930.hl 

BLASTX 

g4455359 

176 

4.0e-13 

49 

76 

(AL035524) putative protein [Arabidopsis thaliana] 



44683 



Seq. No. 


312799 




Seq. ID 


xmt /uuzojyo4 .nl 




Method 






NCBI GI 


g2979554 




BLAST score 


346 




E value 


/ . ue-jj 




Match lengtn 


1UZ 




% identity 


59 




NCBI Description 




llKe 


Seq. No. 


312800 




Seq. ID 


xmt /uUzo4uoU .nl 




Method 


bltAo 1 IN 




NCBI GI 


g2832242 




BLAST score 


76 




E value 


/ . Ue-oo 




Match lengtn 


167 




% identity 


87 




NCBI Description 


zea mays ZZ-kusl 


a±pn< 


Seq. No. 


312801 




Seq. ID 


xmt /Uuzo41o3 . nl 




Metnoa 


T3T 7\ C TV 




NCBI bl 


gl00876 




BLAST score 


220 




E value 


2.0e-18 




Match length 


56 




% identity 


73 




NCBI Description 


globulin-2 precursor 




globulin 2 [Zea 


mays 


Seq. No. 


312802 




Seq. ID 


xmt700264203.hl 




Method 


BLASTX 




NCBI GI 


g2702277 




BLAST score 


430 




E value 


8.0e-43 




Match length 


92 




% identity 


82 





complete sequence 



1802402A 



NCBI Description 



(AC003033) putative cyclin g-associated kinase [Arabidopsis 
thaliana] >gi_2914689 (AC003974) putative cyclin 
g-associated kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312803 

xmt700264216.hl 

BLASTX 

g3445201 

158 

7.0e-ll 

63 

48 

(AC004786) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



312804 

xmt700264256.hl 

BLASTX 

g3334474 



44684 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 

2.0e-13 

75 

64 

OLEOSIN ZM-I (OLEOSIN 16 KD) (LIPID BODY-ASSOCIATED MAJOR 
PROTEIN) (LIPID BODY-ASSOCIATED PROTEIN L3) 

>gi_1076817_pir S52029 oleosin 16 - maize >gi_687245 

(U13701) 16 kDa oleosin [Zea mays] 

312805 

xmt700264259.hl 

BLASTX 

g3242783 

323 

3.0e-30 

89 

65 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312806 

xmt700264278.hl 

BLASTX 

g3212873 

148 

5.0e-10 

32 

78 

(AC004005) hypothetical protein [Arabidopsis thaliana] 
312807 

xmt700264292.hl 

BLASTX 

g4579913 

244 

6.0e-21 
76 

59 ^ 

(AB023423) sulfate transporter [Arabidopsis thaliana] 



312808 

xmt700264343.hl 

BLASTX 

g4218011 

385 

1.0e-37 

87 
87 

(AC006135) putative protein kinase 
>gi_4309721_gb_AAD15491_ (AC006439) 



[Arabidopsis thaliana] 
putative 



serine/threonine protein kinase [Arabidopsis thaliana] 
312809 

xmt700264352.hl 

BLASTX 

g4586053 

235 



44685 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-20 

63 

67 

(AC007020) 



putative lacasse [Arabidopsis thaliana] 



312810 

xmt700264362.hl 

BLASTX 

g4567278 

155 

2.0e-10 

34 

91 

(AC006841) putative anthracycline associated resistance ARX 
protein [Arabidopsis thaliana] 



Seq. No. 


312811 


Seq. ID 


xmt700264367.hl 


Method 


BLASTN 


NCBI GI 


g2738749 


BLAST score 


56 


E value 


8.0e-23 


Match length 


72 


% identity 


94 


NCBI Description 


Zea mays ATP sulfurylase 


Seq. No. 


312812 


Seq. ID 


xmt700264413.hl 


Method 


BLASTX 


NCBI GI 


g461498 


BLAST score 


319 


E value 


1.0e-29 


Match length 


101 


% identity 


59 


NCBI Description 


ALANINE AMINOTRANSFERASE 



2 ( GPT ) ( GLUTAMIC—PYRUVIC 
TRANSAMINASE 2) { GLUTAMIC — ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase {EC 

2.6.1.2) - proso millet >gi_296204_emb__CAA49199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312813 

xmt700264420.hl 

BLASTN 

g3650465 

46 

7.0e-17 

54 

96 

Zea mays histone deacetylase HD2-p39 
cds 



(HD2) gene, complete 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



312814 

xmt700264430.hl 

BLASTX 

g418134 

140 

1.0e-08 



44686 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 
65 

ANTHRANILATE SYNTHASE COMPONENT 1-2 PRECURSOR 

>gi_282854_pir S27752 anthranilate synthase (EC 4.1.3.27) 

alpha chain - Arabidopsis thaliana >gi_166606 (M92354) 
anthranilate synthase alpha subunit [Arabidopsis thaliana] 
>gi_3582331 (AC0054 96) anthranilate synthase [Arabidopsis 
thaliana] 

312815 

xmt700264455.hl 

BLASTX 

g542182 

227 

3.0e-19 

54 
72 

vicilin-like storage protein Glbl-L, embryo - maize 
>gi_22284_emb_CAA41809_ (X59083) vicilin-like embryo 
storage protein [Zea mays] 

312816 

xmt700264482.hl 

BLASTN 

g687244 

211 

1.0e-115 

218 

100 

Zea mays oil body protein 16 kDa oleosin (olel6) gene, 
complete cds 

312817 

xmt700264501.hl 

BLASTX 

g401161 

233 

1.0e-19 

43 

100 

TUBULIN ALPHA- 5 CHAIN >gi_32287 9_pir S28982 tubulin 

alpha-5 chain - maize >gi_22156_emb_CAA44862_ (X63177) 
alpha-tubulin #5 [Zea mays] >gi_450293 (L27815) 
alpha-tubulin [Zea mays] >gi_452474 (U05258) alpha-tubulin 
[Zea mays] 

312818 

xmt700264521.hl 

BLASTX 

g4558666 

189 

2.0e-14 

82 
45 

(AC007063) putative Na/H antiporter isolog [Arabidopsis 
thaliana] 



44687 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312819 

xmt700264522.hl 

BLASTX 

g4063751 

162 

3.0e-ll 

87 
34 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD214 95.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312820 

xmt700264613.hl 

BLASTX 

g4581164 

143 

4.0e-09 

70 

44 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
312821 

xmt700264622.hl 

BLASTX 

g3377509 

417 

3.0e-41 

95 

84 

(AF056027) auxin transport protein REH1 [Oryza sativa] 
312822 

xmt700264637.hl 

BLASTX 

g4154359 

140 

8.0e-09 

55 

55 

(AF113541) putative ethylene response sensor [Phalaenopsis 
sp. f KCbutterfly T ] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312823 

xmt700264638.hl 

BLASTN 

g!185553 

195 

1.0e-106 

236 
97 

Zea mays glyceraldehyde-3-phosphate dehydrogenase (gpc2) 
gene, complete cds 



Seq. No. 
Seq. ID 
Method 



312824 

xmt700264641.hl 
BLASTX 



44688 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3785980 
243 

7.0e-21 

91 

48 

(AC005560) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312825 

xmt700264654.hl 

BLASTX 

g2494417 

501 

5.0e-51 

103 
87 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_1364071_pir S57717 fructose-1, 6-bisphosphatase {EC 

3.1.3.11) - sugarcane hybrid H65-7052 
>gi_895909_emb_CAA61409.1_ (X89006) fructose-1, 
6-bisphosphatase [Saccharum hybrid cultivar H65-7052] 



Seq. No. 


312826 


Seq. ID 


xmt700264667.hl 


lyieu no u. 


OixriO i A. 


NCBI GI 


g!542941 


BLAST score 


159 


E value 


6.0e-ll 


Match length 


48 


% identity 


65 


NCBI Description 


(X78116) Acetoacetyl-coenzyi 


Seq. No. 


312827 


Seq. ID 


xmt700264685.hl 


Method 


BLASTX 


NCBI GI 


gl707642 


BLAST score 


256 


E value 


2.0e-22 


Match length 


94 


% identity 


53 


NCBI Description 


(Y07748) TMK [Oryza sativa] 


Seq. No. 


312828 


Seq. ID 


xmt700264711.hl 


Method 


BLASTX 


NCBI GI 


g3928084 


BLAST score 


313 


E value 


5.0e-29 


Match length 


97 


% identity 


71 


NCBI Description 


(AC005770) retrotransposon- 




thaliana] 


Seq. No. 


312829 


Seq. ID 


xmt700264747.hl 


Method 


BLASTX 


NCBI GI 


g2058273 



44689 



BLAST score 


348 


E value 


4 . Oe-33 


Match length 


73 


% identity 


93 


NCBI Description 


(D83527) YK426 [Oryza satxvaj 


Seq. No. 


312830 


Seq. ID 


xmt 7 002 647 60. hi 


Method 


BLASTX 


NCBI GI 


g3738297 


BLAST score 


313 


E value 


1.0e-29 


Match length 


96 


% identity 


20 


NCBI Description 


(AC005309) unknown protein [Arabidop; 


Seq. No. 


312831 


Seq. ID 


xmt700265001.hl 


Method 


BLASTX 


NCBI GI 


gl00876 


BLAST score 


372 


E value 


5.0e-36 


Match length 


86 


% identity 


81 


NCBI Description 


globulin-2 precursor - maize >gi_228; 




globulin 2 [Zea mays] 


Seq. No. 


312832 


Seq. ID 


xmt700265008 .hi 


Method 


BLASTX 


NCBI GI 


gll84776 


BLAST score 


297 


E value 


2.0e-27 


Match length 


57 


% identity 


100 


NCBI Description 


(U45857) cytosolic glyceroldehyde-3-] 




GAPC4 [Zea mays] 


Seq. No. 


312833 


Seq. ID 


xmt700265022.hl 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


398 


E value 


5.0e-39 


Match length 


79 


% identity 


97 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


312834 


Seq. ID 


xmt700265135.hl 


Method 


BLASTN 


NCBI GI 


g687244 


BLAST score 


266 


E value 


1.0e-148 


Match length 


273 


% identity 


100 



1802402A 



phosphate dehydrogenase 



NCBI Description Zea mays oil body protein 16 kDa oleosin (olel6) gene, 



44690 



complete cds 



Seq. No. 






Seq. ID 


xmt700265206 


.hi 


Method 


BLASTX 




NCBI GI 


g4585977 




BLAST score 


317 




E value 


2.0e-29 




Match length 


100 




% identity 


54 




NCBI Description 


(AC005287) Unkn< 


Seq. No. 


312836 




Seq. ID 


xmt700265216 


.hi 


Method 


BLASTN 




NCBI GI 


gl67112 




BLAST score 


37 




E value 


1.0e-ll 




Match length 


105 




% identity 


84 




NCBI Description 


Bromus inermis , 




cds 




beq. wo. 


312837 




Seq. ID 


xmt700265237 


.hi 


Method 


BLASTX 




NCBI GI 


g2384671 




BLAST score 


290 




E value 


1.0e-26 




Match length 


70 




% identity 


77 





[Arabidopsis thaliana] 



complete 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

312838 

xmt700265275.hl 

BLASTX 

g2130141 

310 ■ 

1.0e-28 

97 

57 

mudrA protein - maize transposon MuDR >gi_540581 (M76978) 
mudrA [Zea mays] >gi_595816 (U14597) mudrA gene product 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312839 

xmt700265286.hl 

BLASTX 

g2598151 

221 

6.0e-22 

62 

82 

(AF027350) NADPH : 
[Pinus taeda] 



protochlorophyllide oxidoreductase porB 



44691 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



312840 

xmt700265351.hl 

BLASTX 

g4585972 

312 

4.0e-29 

80 

74 

(AC005287) Putative ATPase [Arabidopsis thaliana] 
312841 

xmt700265383.hl 

BLASTX 

gl871192 

165 

1.0e-ll 

87 
41 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312842 

xmt700265393.hl 

BLASTX 

g3834306 

149 

7.0e-10 

35 
71 

(AC005679) EST gb_R65024 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



312843 

xmt700265413.hl 

BLASTX 

g3193288 

170 

1.0e-12 

47 

68 

(AF069298) similar to bacterial and fungi pectinesterases 
[Arabidopsis thaliana] 

312844 

xmt700265503.hl 

BLASTN 

g551287 

33 

2.0e-09 

53 

91 

Z.mays (W22) phosphoglycerate mutase gene (exon 1} 
312845 

xmt700265528.hl 

BLASTN 

gl68508 



44692 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



181 

2.0e-97 

248 

93 

Maize oleosin KD18 (KD18; L2) gene, complete cds 
312846 

xmt700265601.hl 

BLASTN 

g21399 

55 

2.0e-22 

67 

96 

Solanum tuberosum processed actin pseudogene 
312847 

xmt700265648.hl 

BLASTX 

g2130141 

240 

2.0e-20 

93 

54 

mudrA protein - maize transposon MuDR >gi_540581 (M76978) 
raudrA [Zea mays] >gi_595816- (U14597) mudrA gene product 
[Zea mays] 

312848 

xmt700265650.hl 

BLASTX 

g2499535 

139 

6.0e-09 

32 

88 

2-OXOGLUTARATE/MALATE TRANS LQCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312849 

xmt700265657.hl 

BLASTX 

g3695388 

170 

3.0e-12 

35 
71 

(AF096371) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312850 

xmt700265662.hl 

BLASTX 

gl23593 

368 

2.0e-35 
76 



44693 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

HEAT SHOCK 70 KD PROTEIN >gi_82697_pir_ 
protein 70 - maize 



A25089 heat shock 



312851 

xmt 7 002 65 681. hi 

BLASTN 

g687244 

67 

7.0e-30 

103 

92 

Zea mays oil body protein 16 kDa oleosin (olel6) gene, 
complete cds 

312852 

xmt700265693.hl 

BLASTX 

g4325345 

146 

2.0e-09 

53 
51 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E«1.4e-ll, N«l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E=1.4e-42, 
N=l) [Arabidopsis thaliana] 

312853 

xmt700265749.hl 

BLASTX 

g4262233 

173 

1.0e-12 

59 

63 

(AC006200) hypothetical protein [Arabidopsis thaliana] 
312854 

xmt700265836.hl 

BLASTX 

g3341692 

190 

9.0e-15 

86 

52 

(AC003672) unknown protein [Arabidopsis thaliana] 
312855 

xmt 7 002 65 901. hi 

BLASTX 

g3334474 

146 

2.0e-10 

61 

70 

OLEOSIN ZM-I (OLEOSIN 16 KD) (LIPID BODY-ASSOCIATED MAJOR 



44694 




PROTEIN) (LIPID BODY-ASSOCIATED PROTEIN L3) 

>gi_1076817_pir S52029 oleosin 16 - maize >gi_687245 

(U13701) 16 kDa oleosin [Zea mays] 



Seq. No. 312856 

Seq. ID xmt700265920.hl 

Method BLASTN 

NCBI GI g297017 

BLAST score 64 

E value 7.0e-28 

Match length 104 

% identity 91 

NCBI Description Z.mays OBF3.2 mRNA for ocs-element binding factor 3.2 

Seq. No. 312857 

Seq. ID xmt700265924.hl 

Method BLASTX 

NCBI GI g3608412 

BLAST score 207 

E value 5.0e-18 

Match length 72 

% identity 69 

NCBI Description (AF079355) protein phosphatase-2c [Mesembryanthemum 
crystallinum] 

Seq. No. 312858 

Seq. ID xmt700265950.hl 

Method BLASTX 

NCBI GI g2462736 

BLAST score 178 

E value 5.0e-23 

Match length 64 

% identity 97 

NCBI Description (AC002292) putative ADP-ribolylation factor [Arabidopsis 
thaliana] 

Seq. No. 312859 

Seq. ID xmt700265968.hl 

Method BLASTX 

NCBI GI g!272680 

BLAST score 177 

E value 5.0e-13 

Match length 53 

% identity 64 

NCBI Description (X81072) YTA7 [Sac char omyces cerevisiae] 

Seq. No. 312860 

Seq. ID xmt700265988.hl 

Method BLASTX 

NCBI GI g2191135 

BLAST score 180 

E value 3.0e-15 

Match length 93 

% identity 45 

NCBI Description (AF007269) A__IG002N01 . 14 gene product [Arabidopsis 
thaliana] 



44695 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% , identity 

NCBI Description 



312861 

xmt700266006.hl 

BLASTX 

g3805764 

150 

3.0e-10 

43 

63 

(AC005693) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312862 

xmt700266007.hl 

BLASTX 

g4587990 

183 

4.0e-14 

49 
63 

(AF085279) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312863 

xmt700266022.hl 

BLASTN 

g3819442 

43 

4.0e-15 

51 : 
96 

Hordeum vulgare genomic DNA fragment; clone MWG0939.rev 
312864 

xmt700266060.hl 

BLASTX 

g3334474 

158 

8.0e-12 
62 

73; 

OLEOSIN ZM-I (OLEOSIN 16 KD) (LIPID BODY-ASSOCIATED MAJOR 
PROTEIN) (LIPID BODY-ASSOCIATED PROTEIN L3) 

>gi_1076817_pir S52029 oleosin 16 - maize >gi_687245 

(U13701) 16 kDa oleosin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



312865 

xmt700266073.hl 

BLASTX 

g2394306 

355 

6.0e-34 

96 

67 

(AF017269) 73 kDA subunit of cleavage and polyadenylation 
specificity factor [Homo sapiens] 

312866 

xmt700266087.hl 
BLASTX 



44696 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g388053 
297 

4.0e-27 

57 

100 

(L23548) alcohol dehydrogenase [Zea mays] 
312867 

xmt700266137.hl 

BLASTX 

g3242789 

197 

1.0e-22 

71 

75 

(AF055357) respiratory burst oxidase protein D [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312868 

xmt700266166.hl 

BLASTX 

gl00849 

162 

1.0e-ll 

33 
97 

acetolactate synthase (EC 4.1.3.18) (clone pSOG108) - maize 
>gi_22139_emb_CAA45116_ (X63553) acetohydroxyacid synthase 
[Zea mays] 

312869 

xmt700266177.hl 

BLASTX 

g3785984 

170 

3.0e-12 

90 

39 

(AC005560) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312870 

xmt700266187.hl 

BLASTX 

g4204284 

245 

5.0e-21 

101 

48 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

312871 

xmt700266206.hl 

BLASTX 

g!20777 

147 



44697 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-09 

65 

46 

SUCCINATE- SEMI ALDEHYDE DEHYDROGENASE (NADP-H) (SSDH) 
>gi_147901 (M88334) succinic semi aldehyde dehydrogenase 
[Escherichia coli] >gi_1789015 (AE000351) 
succinate-semialdehyde dehydrogenase , NADP-dependent 
activity [Escherichia coli] 

312872 

xmt700266217.hl 

BLASTN 

g397395 

190 

1.0e-103 

190 

100 

Z.mays MNBlb mRNA for DNA-binding protein 
312873 

xmt700266260.hl 

BLASTX 

g2832620 

175 

8.0e-13 

64 
52 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
312874 

xmt700266294.hl 

BLASTX 

g2649395 

173 

1.0e-12 

99 

47 

(AE001022) 3-hydroxyacyl-CoA dehydrogenase (hbd-7) 
[Archaeoglobus fulgidus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312875 

xmt700266326.hl 

BLASTX 

g4220474 

198 

1.0e-15 

79 

53 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



312876 

xmt700266348.hl 

BLASTN 

g22292 

161 

1.0e-85 



44698 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173 
98 

Z.mays mRNA for glycine-rich protein 
312877 

xmt700266465.hl 

BLASTX 

gl00876 

171 

2.0e-12 

64 

98 

globulin-2 precursor - maize >gi_228310_prf 1802402A 

globulin 2 [Zea mays] 



Seq. No. 


312878 


Seq. ID 


xmt700266504.hl 


Method 


BLASTX 


NCBI GI 


g3915865 


BLAST score 


262 


E value 


3.0e-23 


Match length 


50 


% identity 


98 


NCBI Description 


40S RIBOSOMAL PROTEIN S4 


Seq. No. 


312879 


Seq. ID 


xmt700266556.hl 


Method 


BLASTX 


NCBI GI 


g2191177 


BLAST score 


252 


E value 


6.0e-22 


Match length 


79 


% identity 


66 


NCBI Description 


(AF007270) belongs to the 




[Arabidopsis thaliana] 


Seq. No. 


312880 


Seq. ID 


xmt700266602.hl 


Method 


BLASTX 


NCBI GI 


g3913791 


BLAST score 


225 


E value 


9.0e-39 


Match length 


91 


% identity 


93 



NCBI Description 



GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

( GAMMA-GLUT AMYLCYS TE INE SYNTHETASE) { GAMMA-ECS ) (GCS) 
>gi_2407615 (AF017983) gamma-glutamylcysteine synthetase 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



312881 

xmt700266631.hl 

BLASTX 

g710308 

271 

4.0e-24 

57 

96 



44699 



NCBI Description (U11693) victorin binding protein [Avena sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



312882 

xmt700266744.hl 

BLASTX 

g927239 

238 

4.0e-27 

69 

91 

(U28017) globulinl [Zea mays] 
312883 

xmt700266786.hl 

BLASTX 

g3687445 

180 

2.0e-13 

89 

47 

(AL022398) dJ434014.5 (novel PUTATIVE protein similar to 
YIL091C yeast hypoyhetical 84 kD protein from SGA1-KTR7 
intergenic region) [Homo sapiens] 

312884 

xmt700266886.hl 

BLASTX 

gl22087 

278 

3.0e-25 

55 

100 

HISTONE H3 >gi_81849_pir S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi_82609_pir A26014 histone H3 - wheat 

>gi_19607_emb_CAA31964_ (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi_19609_emb_CAA31965_ (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi_217 97_emb_CAA25451_ 
(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3.1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

312885 

xmt700266936.hl 

BLASTX 

g3850576 

350 

1.0e-33 

72 

92 

(AC005278) Strong similarity to gb_U04968 nucleotide 
excision repair protein (ERCC2) from Cricetulus grisseus. 
[Arabidopsis thaliana] 

312886 

xmt700266938.hl 

BLASTX 

g4581149 



44700 



I) 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description" 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



256 

1.0e-22 

71 

70 

(AC006919) hypothetical protein [Arabidopsis thaliana] 
312887 

xmt700266939.hl 

BLASTX 

g3023816 

258 

6.0e-23 

52 
98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

312888 

xmt700267027.hl 

BLASTX 

g2673917 

314 

2.0e-29 

73 

86 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 

312889 

xmt700267081.hl 

BLASTX 

g!12994 

195 

1.0e-15 

45 

87 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID- INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb__CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

312890 

xmt700267183.hl 

BLASTX 

g3687654 

172 

1.0e-12 

95 

47 

(AF047975) putative ethylene receptor; ETR2 [Arabidopsis 
thaliana] 

312891 

xmt700267209.hl 



44701 



Method 


"QT Ti CTY 
D LiAo 1 A 


NCBI GI 


g3935138 


BLAST score 


161 


E value 


o . ue-ii 


Match length 


97 


% identity 


34 


NCBI Description 


liiUUUOlUOj 1ZDINZU.Z L/\raOiQOpS XS 


Seq. No. 


312892 


beq. ID 


xmx / uuzo/zoo. ni 


Method 


BLASTN 


NCBI GI 


g3452292 


BLAST score 


85 


E value 


j . Ue-4 U 


Match length 


240 


% identity 


86 


NCBI Description 


Zea mays retrotransposon Ji-1 3 1 


Seq. No. 


312893 


Seq. ID 


xmt7 002 672 67 . nl 


Method 


rJLAblJN 


NCBI GI 


goo /244 


BLAST score 


143 


E value 


9.0e-75 


Match length 


214 


% identity 


92 


NCBI Description 


Zea mays oil body protein 16 kDa 




complete cds 


Seq. No. 


312894 


Seq. ID 


xmt700267284 . hi 


Method 


13 T 7\ C rpV 


NCBI GI 


g2117937 


BLAST score 


179 


E value 


2.0e-13 


Match length 


35 


% identity 


94 



LTR, partial sequence 



oleosin (olel6) gene, 



NCBI Description 



UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312895 

xmt700267319.hl 

BLASTN 

g2781432 

45 

3.0e-16 

81 

89 

Oryza sativa subsp. japonica RSWl-like cellulose synthase 
catalytic subunit mRNA, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312896 

xmt700267328.hl 

BLASTX 

g3834321 

234 



44702 



E value 
Match length 
% identity 
NCBI Description 



7.0e-26 

79 

78 

(AC005679) Strong similarity to F13P17.9 gi__3337356 
transport protein SEC61 alpha subunit homolog from 
Arabidopsis thaliana BAC gb_AC004481. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312897 

xmt700267436.hl 

BLASTX 

g3334474 

156 

1.0e-ll 

75 

60 

OLEOSIN ZM-I (OLEOSIN 16 KD) (LIPID BODY-ASSOCIATED MAJOR 
PROTEIN) (LIPID BODY-ASSOCIATED PROTEIN L3) 

>gi_1076817_pir S52029 oleosin 16 - maize >gi_687245 

(U13701) 16 kDa oleosin [Zea mays] 

312898 

xmt700267449.hl 

BLASTX 

g2130090 

297 

4.0e-27 

71 

83 

2-oxoglutarate/malate translocator (clone OMT134), 
mitochondrial membrane - proso millet 

>gi_1100739_dbj_BAAQ8103_ (D45073) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] >gi_1100741_dbj_BAA08104__ 
(D45074) 2-oxoglutarate/malate translocator [Panicum 
miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312899 

xmt700267473.hl 

BLASTX 

g4567220 

332 

3.0e-31 

100 

58 

(AC007119) hypothetical protein, 3 T partial [Arabidopsis 
thaliana] 

312900 

xmt700267568.hl 

BLASTX 

gl!13941 

143 

3.0e-13 

64 

70 

(U40713) Pv42p [Phaseolus vulgaris] 



44703 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312901 

xmt700267571.hl 

BLASTX 

gl!74850 

150 

6.0e-10 

30 
97 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD 2 
LIGASE 5) (UBIQUITIN CARRIER PROTEIN 5) 



(UBIQUITIN-PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312902 

xmt700267592.hl 

BLASTX 

g3024018 

382 

3.0e-37 

72 

100 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No* 


312903 


Seq. ID 


xmt700267649.hl 


Method 


BLASTN 


NCBI GI 


g22270 


BLAST score 


129 


E value 


9.0e-67 


Match length 


133 


% identity 


99 


NCBI Description 


Maize mRNA from an embryogenic i 


Seq. No. 


312904 


Seq. ID 


xmt700267661.hl 


Method 


BLASTX 


NCBI GI 


g2335096 


BLAST score 


147 


E value 


1.0e-17 


Match length 


94 


% identity 


53 


NCBI Description 


(AC002339) hypothetical protein 


Seq. No. 


312905 


Seq. ID 


xmt700267757.hl 


Method 


BLASTX 


NCBI GI 


gl652434 


BLAST score 


173 


E value 


6.0e-13 


Match length 


57 


% identity 


58 


NCBI Description 


(D90905) N-acetylglutamate kina: 


Seq. No. 


312906 


Seq. ID 


xmt700267786.hl 


Method 


BLASTX 



44704 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



gl351136 
232 

7.0e-20 

46 

100 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_514946 (L22296) UDP-glucose : D-f ructose 
2-glucosyl-transf erase [Zea mays] >gi_533252 (L33244) 
sucrose synthase 2 [Zea mays] 

312907 

xmt700267956.hl 

BLASTN 

g687244 

124 

1.0e-63 

151 
95 

Zea mays oil body protein 16 kDa oleosin (olel6) gene, 
complete cds 

312908 

xmt700268014.hl 

BLASTX 

g4539005 

140 

4.0e-09 

62 

45 

(AL049481) putative oxidoreductase [Arabidopsis thaliana] 
312909 

xmt700268038.hl 

BLASTN 

g687244 

182 

3.0e-98 

193 

99 

Zea mays oil body protein 16 kDa oleosin (olel6) gene, 
complete cds 

312910 

xmt700268057.hl 

BLASTX 

g2443329 

147 

6.0e-10 

33 

82 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
312911 

xmt700268101.hl 

BLASTN 

g257809 

176 



44705 



E value 1.0e-94 

Match length 195 

% identity 98 

NCBI Description cyppdkZm2=orthophosphate dikinase [maize, Genomic/ 871 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312912 

xmt700268135.hl 

BLASTN 

g940880 

39 

7.0e-13 

83 

87 

Z.mays zag2 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312913 

xmt700268164.hl 

BLASTN 

g3510343 

42 

2.0e-14 

74 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



312914 

xsy700207333.hl 

BLASTX 

g2583127 

158 

6.0e-ll 

42 

71 

(AC002387) putative sialoglycoprotease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312915 

xsy700207365.hl 

BLASTX 

g2244772 

217 

5.0e-18 

77 

58 

(Z97335) transport protein [Arabidopsis thaliana] 
312916 

xsy700207394.hl 

BLASTX 

g3298551 

152 

2.0e-10 

74 

21 

(AC004681) putative salt-inducible protein [Arabidopsis 
thaliana] 



44706 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



312917 

xsy700207407.hl 

BLASTX 

g2262105 

155 

1.0e-10 

69 
41 

(AC002343) unknown protein [Arabidopsis thaliana] 
312918 

xsy700207415.hl 

BLASTX 

g4336692 

148 

1.0e-09 

88 
38 

(AF101361) Abnormal X segregation [Drosophila melanogaster] 
312919 

xsy700207429.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
312920 

xsy700207459.hl 

BLASTX 

g3482977 

153 

2.0e-10 

39 
77 

(AL031369) putative protein [Arabidopsis thaliana] 
312921 

xsy700207526.hl 

BLASTX 

g3924594 

384 

2.0e-37 

95 

75 

(AF069442) putative ribonucleoprotein [Arabidopsis 
thaliana] >gi_4262139_gb_AAD14439__ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 

312922 

xsy700207541.hl 

BLASTX 

g3724087 



44707 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



340 

4.0e-32 

101 

64 

(AJ011840) 1-deoxyxylulose 5-phosphate synthase 
[Catharanthus roseus] 

312923 

xsy700207546.hl 

BLASTN 

g2463511 

250 

1.0e-138 

288 
97 

Z.mays small nuclear RNA genes snoRl.4, snoR2.4, snoR3.4, 
U14.4 and snoR4.4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



312924 

xsy700207554.hl 

BLASTN 

g22239 

44 

5.0e-16 

75 

91 

Maize cytosolic mRNA for subunit A of chloroplast GAPDH 
(GapA) glyceraldehyde-3-phosphate dehydrogenase 

312925 

xsy700207577.hl 

BLASTX 

g2960216 

158 

7.0e-ll 

54 

56 

(AJ223384) 26S proteasome regulatory ATPase subunit 10b 
(SlOb) [Manduca sexta] 

312926 

xsy700207646.hl 

BLASTX 

gl346057 

386 

1.0e-37 

89 

82 

PROTEIN KINASE G11A >gi_100705_pir B30311 protein kinase C 

(EC 2.7.1.-) homolog - rice (fragment) >gi_169788 {J04556) 
G11A protein [Oryza sativa] 

312927 

xsy700207674.hl 

BLASTX 

g4584525 

291 



44708 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-26 

105 

56 

(AL049607) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 

312928 

xsy700207707.hl 

BLASTX 

g2244987 

181 

2.0e-13 

56 

55 

(Z97340) similarity to protein kinase - slime mold 
(Dictyostelium) [Arabidopsis thaliana] 

312929 

xsy700207710.hl 

BLASTN 

g483409 

191 

1.0e-103 

215 
97 

Zea Mays calmodul in-binding protein mRNA, 3 'end 
312930 

xsy700207740.hl 

BLASTX 

g3080374 

156 

8.0e-ll 

79 
38 

(AL022580) putative protein [Arabidopsis thaliana] 
312931 

xsy700207875.hl 

BLASTX 

g4510395 

429 

2.0e-47 

102 
79 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

312932 

xsy700207934.hl 

BLASTX 

g3128187 

207 

1.0e-16 

104 

42 

(AC004521) putative beta-glucosidase [Arabidopsis thaliana] 



44709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312933 

xsy700207989.hl 

BLASTX 

gl730771 

171 

2.0e-12 

87 
39 

HYPOTHETICAL 110.9 KD PROTEIN IN SPC98-TOM70 INTERGENIC 

REGION >gi_2132752_pir S63064 probable membrane protein 

YNL123w - yeast (Saccharomyces cerevisiae) 
>gi_1183950_emb_CAA93384_ (269382) N1897 [Saccharomyces 
cerevisiae] >gi_1302054_emb_CAA96004_ (Z71399) ORF YNL123w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312934 

xsy700208019.hl 

BLASTX 

g3135274 

172 

2.0e-12 

52 
67 

(AC003058) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312935 

xsy700208058.hl 

BLASTX 

g2462826 

238 

3.0e-20 

95 

56 

(AF000657) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312936 

xsy700208075.hl 

BLASTX 

g4585977 

176 

5.0e-13 

47 

68 

(AC005287) Unknown protein [Arabidopsis thaliana] 



312937 

xsy700208078.hl 

BLASTX 

gll5865 

228 

6.0e-21 

84 
62 

[Segment 2 of 2] 
( CARBOXYPEPT I DASE 



SERINE CARBOXYPEPT I DASE II 
D) {CP-MI I) >gi 82420 pir 



CHAINS A AND 
B29640 



44710 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI , 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



serine-type carboxypeptidase (EC 3.4.16.1) II B chain 
barley 

312938 

xsy700208080.hl 

BLASTX 

g2494113 

215 

4.0e-19 

82 

61 

(AC002376) Strong similarity to Musa pectate lyase 
(gb_X92943) . ESTs gb_AA042458, gb_ATTS4502, gb_N38552 
from this gene. [Arabidopsis thaliana] 

312939 

xsy700208093.hl 

BLASTX 

gl321661 

326 

9.0e-31 

74 

85 

(D45423) ascorbate peroxidase [Oryza sativa] 



312940 

xsy700208101.hl 

BLASTX 

gl883026 

199 

1.0e-15 

48 

85 

(X91513) histone 



come 



H4 [Diprion pini] 



312941 

xsy700208131.hl 

BLASTX 

g3913427 

176 

7.0e-13 

50 
72 

S-ADENOSYLMETHIONINE DECARBOXYLASE 
(SAMDC) >gi_1532073_emb_CAA69075__ 
S-adenosylmethionine decarboxylase 



PROENZYME 
Y07767) 
[Zea mays] 



(ADOMETDC) 



312942 

xsy700208153.hl 

BLASTX 

gll5771 

553 

4.0e-57 

104 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-1) (LHCP) >gi_82682__pir S04453 chlorophyll 



44711 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

312943 

xsy700208156.hl 

BLASTX 

g2984715 

146 

2.0e-09 

74 

41 

(AF053957) dynamin associated protein isoform Dapl60-1 
[Drosophila melanogaster] 



Seq. No. 


312944 


Seq. ID 


xsy700208158.hl 


Method 


BLASTX 


NCBI GI 


g2623246 


BLAST score 


342 


E value 


2.0e-32 


Match length 


80 


% identity 


85 


NCBI Description 


(AF030709) poly (A) polymera; 


Seq. No. 


312945 


Seq. ID 


xsy700208169.hl 


Method 


BLASTX 


NCBI GI 


gl352427 


BLAST score 


289 


E value 


4.0e-26 


Match length 


55 


% identity 


96 


NCBI Description 


EUKARYOTIC TRANSLATION INIT! 




(EIF-4C) 


Seq. No. 


312946 


Seq. ID 


xsy700208244.hl 


Method 


BLASTX 


NCBI GI 


g!30288 


BLAST score 


152 


E value 


3.0e-10 


Match length 


46 


% identity 


76 


NCBI Description 


PLASTOCYANIN >gi_65843__pir_ 


Seq. No. 


312947 


Seq. ID 


xsy700208264.hl 


Method 


BLASTX 


NCBI GI 


g!632822 


BLAST score 


193 


E value 


1.0e-18 


Match length 


53 


% identity 


89 



- fava bean 



NCBI Description 



(Y08962) transmembrane protein [Oryza sativa] >gi_1667594 
(U77297) transmembrane protein [Oryza sativa] 



44712 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312948 

xsy700208278. 
BLASTX 
g3122952 
220 

7.0e-18 

137 
40 

TIPD PROTEIN 
discoideum] 



hi 



>gi_2407788 (AF019236) TipD [Dictyostelium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312949 

xsy700208296.hl 

BLASTX 

gl345132 

263 

2.0e-23 

75 

68 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

312950 

xsy700208306.hl 

BLASTX 

gl29916 

441 

6.0e-44 

94 

94 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
{AA 1 - 401) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312951 

xsy700208405.hl 

BLASTN 

gl68421 

130 

6.0e-67 

157 

96 

Maize auxin-binding protein 



(ABP) mRNA, complete cds 



312952 

xsy700208410.hl 

BLASTX 

g4105772 

340 

4.0e-32 

78 

39 

(AF049917) PGP9B [Petunia x hybrida] 



44713 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312953 

xsy700208424.hl 

BLASTX 

g473874 

304 

6.0e-28 

84 

68 

(U08285)~a membrane-associated salt-inducible protein 
[Nicotiana tabacum] 



312954 

xsy700208437.hl 

BLASTX 

g2293566 

253 

4.0e-22 

57 

91 

(AF012896) ADP-ribosylation factor 1 



[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



312955 

xsy700208460.hl 

BLASTX 

g3928142 

346 

6.0e-33 

73 

90 

(AJ131045) protein phosphatase [Cicer arietinum] 
312956 

xsy700208488.hl 

BLASTX 

g2191136 

139 

2.0e-09 

87 

41 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded- for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

312957 

xsy700208530.hl 

BLASTX 

g2149640 

243 

8.0e-21 

97 

79 

(U91995) Argonaute protein [Arabidopsis thaliana] 
312958 

xsy700208541.hl 
BLASTX 



44714 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl68489 
291 

2.0e-26 

61 

92 

(M16902) 
(M16901) 



glutathione 
glutathione 



S-transf erase I 
S-transf erase I 



[Zea mays] >gi_168491 
[Zea mays] 



>gi_225458_prf 1303351A transferase, glutathione S [Zea 

mays] 

312959 

xsy700208572.hl 

BLASTN 

gl498596 

139 

1.0e-72 

143 

99 

Zea mays phospholipid transfer protein mRNA, complete cds 
312960 

xsy700208578.hl 

BLASTX 

g3402690 

140 

2.0e-10 
43 
86 

(AC004697) hypothetical protein, 3' 
thaliana] 



partial [Arabidopsis 



312961 

xsy700208584.hl 

BLASTN 

gl895083 

126 

8.0e-65 

142 

97 

Zea mays golgi associated protein se-wap41 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



312962 

xsy700208587.hl 

BLASTX 

g3135251 

142 

2.0e-09 

59 

44 

(AC003058) putative receptor protein kinase [Arabidopsis 
thaliana] >gi_3176719 (AC002392) putative protein kinase 
[Arabidopsis thaliana] 

312963 

xsy700208632.hl 
BLASTX 



44715 



© 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g2832660 
193 

6.0e-15 

85 
47 

(AL021710) 



lipase-like protein [Arabidopsis thaliana] 



312964 

xsy700208639.hl 

BLASTX 

g2897942 

176 

6.0e-13 

78 
42 

(AF003938) thioredoxin-like protein [Homo sapiens] 
>gi_2961254 (AE051896) thioredoxin homolog [H6mo sapiens] 
>gi_2970689 (AF052659) thioredoxin-related protein [Homo 
sapiens] 

312965 

xsy700208645.hl 

BLASTX 

g3269290 

309 

2,.0e-28 

88 

68 

(AL030978) putative receptor like kinase [Arabidopsis 
thaliana] 

312966 

xsy700208665.hl 

BLASTX 

g3548810 

190 

1.0e-17 

82 
55 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

312967 

xsy700208733.hl 

BLASTX 

g4115379 

163 

2.0e-ll 

90 
41 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

312968 

xsy700208751.hl 

BLASTX 

g4454463 



44716 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



169 

4.0e-12 

98 

38 

(AC006234) putative leucine rich protein kinase 
[Arabidopsis thaliana] 

312969 

xsy700208752.hl 

BLASTX 

g3893860 

483 

6.0e-49 

100 

98 

(AF058708) RNA polymerase sigma factor 1 [Zea mays] 
312970 

xsy700208802.hl 

BLASTX 

g3860272 

512 

3.0e-52 

105 

94 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

312971 

xsy700208807.hl 

BLASTX 

g3334120 

162 

2.0e-ll 

58 

71 

BETA-AMYLASE (1,4 -ALPHA-D-GLUCAN MALTOHYDROLASE) 
>gi__1771782_emb_CAA67128_ (X98504) beta-amylase [Triticum 
aestivum] 

312972 

xsy700208829.hl 

BLASTX 

g3024018 

437 

2.0e-43 

84 

98 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07 920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 

312973 

xsy700208832.hl 
BLASTN 



44717 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl944204 
45 

3.0e-16 

68 
91 

Oryza sativa mRNA for RicMT, complete cds 
312974 

xsy700208843.hl 

BLASTN 

g3639088 

38 

3.0e-12 

74 

88 

Brassica oleracea phospholipase Dl (PLD1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
■E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



312975 

xsy700208847.hl 

BLASTX 

g!076580 

151 

4.0e-10 

39 

64 

alcohol dehydrogenase homolog ADH3b - tomato 
>gi_913446_bbs_160508 (S75487) alcohol dehydrogenase ADH 
{EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. red 
cherry, Peptide, 390 aa] [Lycopersicon esculentum] 

312976 

xsy700208858.hl 

BLASTX 

g2501189 

349 

3.0e-33 

69 

100 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2 13014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

312977 

xsy700208895.hl 

BLASTX 

g3482974 

253 

2.0e-22 

53 

89 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

312978 

xsy700208908.hl 



44718 







NCBI GI 


g2668742 


BLAST score 


208 


E value 


0 . ue — 1 / 


Ma t ch 1 engt h 


DO 


% identity 


*7 C 
/ O 


inudi uescripuion 


\H.r uof± f± 0 j glycine ricn r\iNi\ Dinuiriy piOLcin [iica niciyo, 


beq. mo. 


oiz y / y 


oeq. id 


xsy / uuiuo i?6i • ni 






NCBI GI 


g397395 


BLAST score 


193 


E value 


1 • ue iu 4 


jyiaucn lengun 


i?j 


identity 


1UU 


vi\^D± uescnpLiou 


Zi.lLla.y5 LYliNiDiJJ IUrvLMfa lOl ULNriD IXiQlIiy piOUclIl 


oeq. NO. 




oeq. ID 


xsy / uuzuoy^tu .ni 




"RT HQTY 
Ijixrio 1 A 


NCBI GI 


g3080450 


BLAST score 


154 


E value 


z * ue-iu 


Match length 


DO 


% identity 


c 0 
DO 


wool Description 


(AL022605) hypothetical protein [Arabidopsis thaliana 


Seq. No* 


viizyoi 


oeq. id 


xsy /uuzuoy4y.ni 




£5J_ltiO 1 A 


NCBI GI 


gl621463 


BLAST score 


184 


E value 


z . ue-14 


LYiai.cn lengin 




% identity 


foU 


in^d± ue&cr ip L.IOII 


vu/oiu^tj laccdse Lijiriocienuxon tuiipiieiaj 


beq. no. 




oeq. ID 


xsy / uuiuoyo j • ni 


l v lc UXlvJQ. 


JjlxrlO 1 LN 


NL/Dl bl 


go Jouy^ 


BLAST score 


33 


E value 


4.0e-09 


Match length 


OO 


% identity 


Q Q 
OO 


NCBI Description 


Panicum miliaceum mRNA for plastidic aspartate 




aminotransferase , complete cds 


Seq. No. 




oeq. ID 


xs y / u u z u c3 y y L . n i 




RT A^TY 

DJ_LriO 1 A 


NCBI GI 


g3779218 


BLAST score 


328 


E value 


1.0e-30 


Match length 


84 


% identity 


73 



44719 




NCBI Description (AF030879) protein kinase CPK1 [Solanum tuberosum] 



Seq. No. 312984 

Seq. ID xsy700208994.hl 

Method BLASTX 

NCBI GI g2924503 

BLAST score 223 

E value 2.0e-18 

Match' length 93 

% identity 47 

NCBI Description (AL022019) glucosyltransf erase [Schizosaccharomyces pombe] 

Seq. No. 312985 

Seq. ID xsy700209058.hl 

Method BLASTX 

NCBI GI gl00664 

BLAST score 321 

E value 2.0e-30 

Match length 73 

% identity 79 

NCBI Description beta-glucanase - rice 

Seq. No. 312986 

Seq. ID xsy700209073.hl 

Method BLASTX 

NCBI GI g4469021 

BLAST score 239 

E value 3.0e-20 

Match length 91 

% identity 56 

NCBI Description (AL035602) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 312987 

Seq. ID xsy700209082.hl 

Method BLASTX 

NCBI GI g3894187 

BLAST score. 251 

E value 5.0e-22 

Match length 52 

% identity 92 

NCBI Description (AC005662) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 312988 

Seq. ID xsy700209087.hl 

Method BLASTX 

NCBI GI gl314712 

BLAST score 330 

E value 5.0e-31 

Match length 96 

% identity 68 

NCBI Description (U54615) calcium- dependent protein kinase [Arabidopsis 
thaliana] 

Seq. No. 312989 

Seq. ID xsy700209152.hl 

Method BLASTX 

NCBI GI g3297816 



44720 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



179 

2.0e-13 

84 

48 

(AL031032) 



putative protein [Arabidopsis thaliana] 



312990 

xsy700209218.hl 

BLASTX 

g3668086 

175 

1.0e-15 

100 
50 

(AC004 667) unknown protein [Arabidopsis thaliana] 
312991 

xsy700209235.hl 

BLASTN 

gl839596 

169 

3.0e-90 

219 

94 

calcium/calmodulin-dependent protein kinase homolog_CaM 
kinase homolog_MCKl {Zea mays=maize, cv. Merit, root caps, 
mRNA, 2483 nt] 

312992 

xsy700209244.hl 

BLASTN 

g22229 

118 

8.0e-60 

164 

93 

Z.mays cab-m7 gene for light harvesting chlorophyll a/b 
binding protein 

312993 

xsy700209246.hl 

BLASTN 

g3618311 

38 

4.0e-12 

66 

89 

Oryza sativa mRNA for zinc finger protein, complete cds, 
clone:R1479 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



312994 

xsy700209321.hl 

BLASTX 

g3695389 

289 

2.0e-26 
82 



44721 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31 

(AF096371) contains similarity to D-isomer specific 
2-hydroxyacid dehydrogenases (Pfam: 2-Hacid_DH.hmm / score: 
19.11) [Arabidopsis thaliana] 

312995 

xsy700209350.hl 

BLASTN 

g3821780 

36 

8.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
312996 

xsy700209364.hl 

BLASTX 

g4587570 

155 

2.0e-10 

109 
35 

(AC006550) Strong similarity to gi_2244833 centromere 
protein homolog from Arabidopsis thaliana chromosome 4 
contig gb_Z97337. ESTs gb_T207 65 and gb_AA586277 come from 
this gene 



Seq. No. 


312997 


Seq. ID 


xsy700209373.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 


Seq, No. 


312998 


Seq. ID 


xsy700209396.hl 


Method 


BLASTX 


NCBI GI 


g3962377 


BLAST score 


347 


E value 


5.0e-33 


Match length 


67 


% identity 


97 


NCBI Description 


(AJ002551) heat shock prot- 


Seq. No. 


312999 


Seq. ID 


xsy700209401.hl 


Method 


BLASTX 


NCBI GI 


g2723471 


BLAST score 


374 


E value 


4.0e-36 


Match length 


88 


% identity 


78 


NCBI Description 


(D87819) sucrose transport! 



44722 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313000 

xsy700209414.hl 

BLASTN 

g3821780 

34 

8.0e-10 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
313001 

xsy700209425.hl 

BLASTX 

g3063709 

141 

8.0e-09 

102 

39 

(AL022537) putative protein [Arabidopsis thaliana] 
313002 

xsy700209438.hl 

BLASTN 

g!205985 

91 

9.0e-44 

207 

92 

Zea mays sulfur starvation induced isoflavone 
reductase-like IRL (IRL) mRNA, complete cds 

313003 

xsy700209461.hl 

BLASTX 

g2194128 

200 

5.0e-16 

72 

50 

(AC002062) Strong similarity to Arabidopsis receptor-like 
kinase (gb_ATLECGENE) and F20P5.15. [Arabidopsis thaliana] 

313004 

xsy700209470.hl 

BLASTX 

g4138265 

329 

3.0e-31 

64 

91 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 



313005 

xsy700209503.hl 
BLASTN 



44723 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl245938 
34 

9.0e-10 

34 
100 

rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313006 

xsy700209515.hl 

BLASTX 

gl213460 

251 

1.0e-21 

92 
55 

(U03374) C subunit of V-ATPase [Amblyomma americanum] 
313007 

xsy700209536.hl 

BLASTX 

gl402918 

202 

7.0e-18 

64 

71 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215__emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 

313008 

xsy700209548.hl 

BLASTN 

g4240034 

58 

5.0e-24 

66 

97 

Zea mays ZmGRlb mRNA, complete cds 
313009 

xsy700209575.hl 

BLASTN 

g3618311 

84 

2.0e-39 

96 

97 

Oryza sativa mRNA for zinc finger protein, complete cds, 
clone:R1479 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



313010 

xsy700209639.hl 

BLASTX 

gl076315 

148 

1.0e-09 



44724 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 
69 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA607 93_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA60794_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 



313011 

xsy700209684.hl 

BLASTX 

g3080374 

147 

1.0e-09 

90 

32 

(AL022580) putative protein 



[Arabidopsis thaliana] 



313012 

xsy700209704.hl 

BLASTN 

g3851002 

236 

1.0e-130 

240 

100 

Zea mays pyruvate dehydrogenase El beta subunit isoform 3 
mRNA, nuclear gene encoding mitochondrial protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313013 

xsy700209733.hl 

BLASTN 

g21446 

84 

2.0e-39 

84 

100 

S. tuberosum gene for 



U6 small nuclear RNA 



313014 

xsy700209738.hl 

BLASTX 

g3868758 

200 

9.0e-16 

40 

90 

(D89802) elongation factor IB gamma [Oryza sativa] 
313015 

xsy700209751.hl 

BLASTX 

g2497747 

149 

4.0e-10 

56 

57 



44725 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_510337_emb_CAA80809_ (Z23271) lipid transfer protein 
[Oryza sativa] 

313016 

xsy700209759.hl 

BLASTN 

gl70772 

46 

5.0e-17 

86 

88 

Triticum aestivum S-adenosyl-L-homocysteine hydrolase 
(SH6.2) mRNA, complete cds 

313017 

xsy700209795.hl 

BLASTX 

g3688186 

426 

3.0e-42 

100 

71 

(AL031804) putative protein [Arabidopsis thaliana] 
313018 

xsy700209815.hl 

BLASTX 

g2160185 

301 

7.0e-28 

76 

68 

(AC000132) Similar to S. pombe ISP4 (gb_D83992) . 
[Arabidopsis thaliana] 



Seq. No. 


313019 


Seq. ID 


xsy700209864.hl 


Method 


BLASTX 


NCBI GI 


g4585873 


BLAST score 


209 


E value 


3.0e-17 


Match length 


70 


% identity 


57 


NCBI Description 


(AC005850) Putative ; 


Seq. No. 


313020 


Seq. ID 


xsy700209902.hl 


Method 


BLASTX 


NCBI GI 


g2662341 


BLAST score 


252 


E value 


3.0e-22 


Match length 


47 


% identity 


100 


NCBI Description 


(D63580) EF-1 alpha 



>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347__dbj_BAA23660_ (D63583) EF-1 alpha 



44726 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Oryza sativa] 
313021 

xsy700209927.hl 

BLASTX 

g3292849 

450 

5.0e-45 

98 

85 

(AJ007582) arginine methyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313022 

xsy700209940.hl ' 

BLASTX 

g2833460 

174 

8.0e-13 

71 

48 

RIBOFLAVIN-SPECIFIC DEAMINASE >gi_1001153_dbj_BAA10295_ 
(D64001) riboflavin biosynthesis protein [Synechocystis 
sp.] 



313023 

xsy700209949.hl 

BLASTX 

g3080450 

253 

3.0e-22 

72 

68 

(AL022605) hypothetical protein 



[Arabidopsis thaliana] 



313024 

xsy700209964.hl 

BLASTX 

g2668744 

216 

1.0e-17 

40 

100 

(AF034946) ubiquitin conjugating enzyme [Zea mays] 
313025 

xsy700209977.hl 

BLASTX 

g3687445 

180 

1.0e-13 

88 
36 

(AL022398) dJ434014.5 (novel PUTATIVE protein similar to 
YIL091C yeast hypoyhetical 84 kD protein from SGA1-KTR7 
intergenic region) [Homo sapiens] 



44727 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



313026 

xsy700209991.hl 

BLASTX 

g4558460 

505 

2.0e-51 

-96 
99 

(AF073775) replication origin activator ROA2 [Zea mays] 



313027 

xsy700210088.hl 

BLASTX 

g534982 

324 

3.0e-30 

101 

55 

(X75898) phosphoglucorautase 



[Spinacia oleracea] 



313028 

xsy700210226.hl 

BLASTX 

g3695403 

192 

7.0e-15 

49 

73 

(AF096373) contains similarity to the pfkB family of 
carbohydrate kinases (Pfam: PF00294, E=1.6e-75) 
[Arabidopsis thaliana] >gi_4538955_emb_CAB39779. 1_ 
(AL04 9488) f ructokinase-like protein [Arabidopsis thaliana] 

313029 

xsy700210245.hl 

BLASTX 

g2058498 

251 

9.0e-22 

71 

70 

(U76029) hemoglobin 1 [Oryza sativa] >gi_2058500 (U76030) 
hemoglobin 1 [Oryza sativa] 

313030 

xsy700210279.hl 

BLASTX 

g4056503 

163 

2.0e-ll 

36 

83 

(AC005896) unknown protein [Arabidopsis thaliana] 
313031 

xsy700210308.hl 
BLASTX 



44728 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g3551960 
365 

4.0e-35 

96 

76 

(AF082033) senescence-associated protein 15 
hybrid cultivar] 



[Hemerocallis 



313032 

xsy700210364.hl 

BLASTX 

g4467153 

263 

4.0e-23 

82 

57 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] 

313033 

xsy700210379.hl 

BLASTX 

g2829880 

161 

1.0e-ll 

43 

79 

(AC002396) glucose- 6-phosphate 1-dehydrogenase [Arabidopsis 
thaliana] 

313034 

xsy700210418.hl 

BLASTN 

g20193 

44 

6.0e-16 

100 
86 

O.sativa mRNA for cdc2+/CDC28-related protein kinase 
313035 

xsy700210459.hl 

BLASTX 

gl69673 

145 

3.0e-ll 

56 

61 

(M96071) tyrosine decarboxylase [Petroselinum crispum] 
>gi_169675 (M96072) tyrosine decarboxylase [Petroselinum 
crispum] 

313036 

xsy700210540.hl 

BLASTX 

g3776559 

287 



44729 



E value 
Match length 
% identity 
NCBI Description 



2.0e-26 

68 

78 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 





Seq. No. 


313037 




Seq. ID 


xsy700210561 .hi 




Method 


BLASTN 




NCBI GI 


— ,0001 *7ors 

g3ozl/»0 




dLiAoi score 


JO 




E value 


7.0e-ll 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA clone 27A6-1 




Seq. No. 


313038 




Seq. ID 


xsy700210602.hl 




Method 


BLASTX 




NCBI GI 


g4406816 


•J3 


BLAST score 


443 




E value 


3.0e-44 


=§S3 


Match length 


83 




% identity 


98 




NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidopsis thai; 


"k s 


Seq, No. 


313039 




Seq. ID 


xsy700210605.hl 




Method 


BLASTX 




NCBI GI 


g3355486 


if 


BLAST score 


199 




E value 


1 . Oe-15 




Match length 


103 




% identity 


43 




NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 




Seq. No. 


313040 v - . 




Seq. ID 


xsy700210608.hl 




Method 


BLASTX 




NCBI GI 


g2499873 




BLAST score 


144 




E value 


4.0e-09 




Match length 


67 




% identity 


48 




NCBI Description 


HYPOTHETICAL SUBTILASE-TYPE PROTEINASE F21H12.6 IN 



CHROMOSOME II >gi_726410 (U23176) similar to H. sapiens 
tripeptidyl -peptidase II (SP: TPP2_HUMAN, P29144 ) 
[Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



313041 

xsy700210668.hl 

BLASTX 

g3559814 

283 

2.0e-25 



44730 



Match length 


59 


% identity 


90 


NCBI Description 


(Y15781) transketolase 1 [Capsicum annuum] 


Seq. No. 


313042 


Seq. ID 


xsy7 002107 10 .hi 


Method 


BLASTN 


NCBI GI 


g3342822 


BLAST score 


253 


E value 


1.0e-140 


Match length 


273 


% identity 


a a 

99 


NCBI Description 


Zea mays eukaryotic translation initiation fact* 




subunit (elFiso - 4E) mRNA, complete cds 


Seq. No. 


313043 


Seq. ID 


_ - ."7 A A A 1 A """J A "1 "LI 

xsy7 00210721 .hi 


Method 


BLASTX 


NCBI GI 


gl737222 


BLAST score 


275 


E value 


6* Oe-25 


Match length 


60 


% identity 


78 


NCBI Description 


(U79958) BP-80 vacuolar sorting receptor [Pisum 


Seq. No. 


313044 


Seq. ID 


xsy700210726.hl 


Method 


BLASTX 


NCBI GI 


g3415134 


BLAST score 


251 


E value 


8 . Oe-22 


Match length 


65 


% identity 


71 


NCBI Description 


(AF082024) Phybl [Pimpinella brachycarpa] 


Seq. No. 


313045 


Seq. ID 


xsy700210793.hl 


Method 


BLASTN 


NCBI GI 


g45T39654 


BLAST score 


52 


E value 


2.0e-20 


Match length 


O A 

88 


% identity 


90 


NC£I Description 


Sorghum bicolor 22 kDa kafirin cluster 


Seq. No. 


313046 


Seq. ID 


xsy700210842.hl 


Method 


BLASTN 


NCBI GI 


g2642323 


BLAST score 


37 


E value 


1. 0e-ll 


Matcn length 


TAX 

1Z4 


% identity 


83 


NCBI Description 


Zea mays profilin (PR04) mRNA, complete cds 


Seq. No. 


313047 


Seq. ID 


xsy700210856.hl 



44731 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



BLASTX 

g3986695 

143 

2.0e-09 

57 

53 

(AF101423) ribosomal protein L12 [Cichorium intybus] 
313048 

xsy700210857.hl 

BLASTX 

g4587558 

141 

4.0e-09 

73 

42 

(AC006577) Contains similarity to gb_U45880 X-linked 
inhibitor of apotosis protein from Homo sapiens and 
contains PF_00097 Zinc finger C3HC4 (Ring finger) domain. 
[Arabidopsis thaliana] 

313049 

xsy700210870.hl 

BLASTX 

g2344894 

216 

l.Qe-17 

100 
42 

(AC002388) hypothetical protein [Arabidopsis thaliana] 
313050 

xsy700210879.hl 

BLASTX 

g4098333 

429 

1.0e-42 

82 
99 

(U76897) beta-tubulin 6 [Triticum aestivum] 
313051 

xsy700210919.hl 

BLASTX 

g3242705 

196 

3.0e-15 

39 

90 

(AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 

313052 

xsy700210996.hl 

BLASTX 

g3913651 

311 



44732 



E value 
Match length 
% identity 
NCBI Description 



7.0e-29 

66 

83 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP( + ) reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
■E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313053 

xsy700211044.hl 

BLASTX 

gl524370 

157 

9.0e-ll 

55 

62 

(X92491) TOM20 [Solanum tuberosum] 



313054 

xsy700211142.hl 
BLASTX 
gl706260 
335 

1.0e-31 
84 
79 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 
>gi_643597_dbj_BAA08244 
mays] 



PRECURSOR >gi_2118131_pir S 5 95 97 

precursor - maize 

(D45402) cysteine proteinase [Zea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



313055 

xsy700211159.hl 

BLASTX 

g2462925 

368 

2.0e-35 

89 - 
83 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 

313056 

xsy700211177.hl 

BLASTX 

g4406764 

277 

8.0e-25 

82 

66 

(AC006836) putative uridylyl transferase [Arabidopsis 
thaliana] 

313057 

xsy700211194.hl 

BLASTX 

gl814403 



44733 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406 

5.0e-40 

84 

96 

(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

313058 

xsy700211235.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
313059 

xsy700211255.hl 

BLASTN 

g4138731 

217 

1.0e-119 

221 

100 

Zea mays mRNA for proline-rich protein 
313060 

xsy700211259.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
313061 

xsy700211270.hl 

BLASTX 

gl945281 

383 

3.0e-37 

70 

89 

(Y11352) myb factor [Oryza sativa] 
313062 

xsy700211277.hl 

BLASTX 

g3548818 

364 

5.0e-35 

86 

84 

(AC005313) unknown protein [Arabidopsis thaliana] 



44734 



Seq. No. 


313063 


beq. ID 


xsy /uuziioii. ni 


Method 


tjt 7\ O TV 


NCBI GI 


g4006829 


BLAST score 


149 


E value 


b . Oe-13 


Match length 


y i 


% identity 


51 


NCBI Description 


lAL.uuoy/u) purat. 


Seq. No. 


313064 


Seq. ID 


xsy 11352 . nl 


Method 


BLAS TX 




g±z y y ± o 


BLAST score 


399 


E value 


4.0e-39 


Match length 


86 


% identity 


93 


NCBI Description 


PHOSPHOGLYCERATE 



phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb__CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313065 

xsy700211388.hl 

BLASTX 

g2494620 

235 

2.0e-20 

73 

68 

SUCCINATE DEHYDROGENASE I RON- SULFUR PROTEIN >gi_975319 
(U31902) succinate dehydrogenase iron-sulfur protein 
subunit [Paracoccus denitrif icans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313066 

xsy700211414.hl 

BLASTN 

gl628481 

264 

1.0e-147 

264 
100 

Z.mays dek34 gene 
313067 

xsy700211440.hl 

BLASTX 

g4262186 

301 

1.0e-27 

71 

76 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 



Seq. No. 



313068 



44735 



Seq, ID 


xsy7Q0211459.nl 


Method 


BLASTX 


NCBI GI 


g4531444 


BLAST score 


239 


E value 


2.0e-20 


Match length 


74 


% identity 


58 


NCBI Description 


(AC006224) putative protein kma 


Seq. No. 


313069 


Seq. ID 


xsy700211463 .hi 


Method 


BLASTX 


NCBI GI 


gll72836 


BLAST score 


379 


E value 


3.0e-37 


Match length 


79 


% identity 


A IT 

95 


NCBI Description 


GTP-BINDING NUCLEAR PROTEIN RAN-: 




small ras-related protein [Nicot. 


Seq. No. 


313070 


Seq. ID 


xsy700211612 .hi 


Method 


BLASTX 


NCBI GI 


g66615 


BLAST score 


398 


E value 


6.0e-39 


Match length 


75 


% identity 


100 


NCBI Description 


glutathione transferase (EC 2.5.: 


Seq. No. 


313071 


Seq. ID 


xsy700211635.hl 


Method 


BLASTX 


NCBI GI 


g3786007 


BLAST score 


350 


E value 


2.0e-33 


Match length 


102 


% identity 


68 


NCBI Description 


(AC005499) hypothetical protein 


Seq. No. 


313072 


Seq. ID 


xsy700211652.hl 


Method 


BLASTX 


NOBI GI 


g!31772 


BLAST score 


300 


E value 


1.0e-27 


Match length 


62 


% identity 


98 


NCBI Description 


40S RIBOSOMAL PROTEIN S14 (CLONE 



I - maize 



[Arabidopsis thaliana] 



>gi_82723_pir_ 
maize 



_A30097 ribosomal protein S14 (clone MCH1) - 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



313073 

xsy700211684.hl 

BLASTX 

g2306981 

247 



44736 



E value 


9 Do-91 




79 


■s xaenLiry 


DO 


incdx jjescrxp uion 


^/-jx uxu jzx ; pnoi.osysr.eiu x an 


oeq. imo . 


OXOU / 4 


Cpor Tn 

oxrq. 1U 


v<3t/7 0091 1 7HQ hi 




PLASTY 


NCBI GI 


g629592 


BLAST score 


163 


E value 




rid LOu XdiyL.il 




^ iaen.u.iT-y 


7 Q 


1NW.DX UcbLlipLlOIl 


nypox.nex.icax proiein rape 


oeq. jno . 


jIjU / 0 


Dfcjq. XJJ 


xsy / UUill /u / . ai 


Lie C-ilL/U 


JD.l_i.riO X A. 


NCBI GI 


ctI 3^1 64? 


BLAST score 


144 


E value 


4.0e-09 


Match length 


84 


% identity 


43 


NCBI Description 


HYPOTHETICAL HELICASE C8A4 . 



>gi_2130449_pir S62524 hypothetical protein SPAC8A4.08c 

fission yeast (Schizosaccharomyces pombe) 
>gi_1052539_emb_CAA91518_ (Z66569) unknown 
[Schizosaccharomyces pombe] >gi_4456833_emb_CAB37423 . 1_ 
(AL032824) ribonuclease [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313076 

xsy700211777.hl 

BLASTX 

gll5815 

552 

5.0e-57 

102 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376__ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

313077 

xsy700211802.hl 

BLASTX 

g2246625 

399 

4.0e-39 

99 

77 

(AF004947) protein kinase [Oryza sativa'] 



Seq. No. 
Seq. ID 
Method 



313078 

xsy700211810.hl 
BLASTX 



44737 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl!72995 
159 

7.0e-ll 

71 

49 

60S RIBOSOMAL PROTEIN L22 >gi_10837 90_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X784 44) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 21051 93A ribosomal protein L22 [Rattus 

norvegicus] 



Seq. No. 


oioo /y 


Seq. ID 


xsy /vvZlloZo . nl 


Method 


BLASTX 


NCBI GI 


g4580455 


BLAST score 


187 


E value 


2 . Oe-14 


Match length 


48 


% identity 


75 


NCBI Description 


(AC006081) unknown protein 


Seq. No. 


313080 


Seq. ID 


xsy700211848 .hi 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


198 


E value 


2.0e-15 


Match length 


79 


% identity 


46 


NCBI Description 


(AC006232) putative lipase 


Seq. No. 


313081 


Seq. ID 


xsy700211880.hl 


Method 


BLASTX 


NCBI GI 


gl705677 


BLAST score 


235 


E value 


5.0e-20 


Match length 


60 


% identity 


88 


NCBI Description 


CELL DIVISION CYCLE PROTEIN 



[Arabidopsis thaliana] 



48 HOMOLOG 

>gi_2118115_pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 (U37587) cell 
division cycle protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313082 

xsy700211909.hl 

BLASTN 

g3264597 

40 

3.0e-13 

88 

86 

Zea mays trypsin inhibitor mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



313083 

xsy700211949.hl 
BLASTX 



44738 




NCBI GI 


gi / 4zyoo 


BLAST score 


142 


E value 


3.0e-09 


Matcn lengtn 


OO 


% identity 


85 


NCBI Description 


(Z7144 6) CLC-b chloride channel protein [Arabidopsis 




thaliana] 


Seq. No. 


01 1 AD yl 

313084 


Seq. ID 


xsy /uuzixyoo.ni 


Method. 


dJ_lA.o 1 A 




«1 O A £ A Q H 

gio4o4o / 


BLAST score 


329 


E value 


2.0e-31 


Matcn lengtn 


i a a 
104 


% identity 


/ 0 


NCBI Description 


MALATE SYNTHASE, GLYOXYSOMAL >gi 532625 (L35914) malate 




synthase [Zea mays] 


Seq. No. 


313085 


Seq. ID 


xsy / 00211 yob . nl 


Method 


BLASTN 


NCJbi CjI 


g^o DUO O 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


53 


% identity 


92 


NCBI Description 


Ipomoea batatas (sweet potato) mRNA for Fl-ATPase 




gamma- sub unit 


Seq. No. 


313086 


Seq. ID 


xsy/00212Ulo.nl 


Metnoa 


OT Tin rpv 


NCBI GI 


g3236247 


BLAST score 


304 


E value 


/* A ... AO 

6 . Oe-28 


Matcn length 


84 


% identity 


69 


NCBI Description 


(AC004 684) SCARECROW- like protein [Arabidopsis thaliana. 


Seq. No. 


313087 


Seq. ID 


« - »T A A O 1 A A IT A l_ -1 

xsy/ 002 12050 . nl 


Method 


BLASTX 


NCBI GI 


g4584524 


BLAST score 


158 


E value 


8 . Oe-ll 


Match length 


80 


% identity 


38 


NCBI Description 


(AL049607) putative protein [Arabidopsis thaliana] 


Seq. No. 


313088 


beq. id 


xsy / uuz izuoo . ni 


Method 


BLASTX 


NCBI GI 


g3036951 


BLAST score 


513 


E value 


2.0e-52 


Match length 


100 



44739 



€1 



% identity 99 

NCBI Description (AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



beg. jno . 




Seq. ID 


xsy / uuZlZubZ . nl 


Metnoa 


BLAblX 


NCBI GI 


gll5815 


BLAST score 


324 


E value 


9. Oe-37 


Matcn length 


oZ 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-M9) (LHCP) >gi_100866jpir S13098 chlorophyll 




a/b-binding protein precursor - maize 




>gi_22355_emb CAA39376 (X558 92) light-harvesting 




chlorophyll a/b binding protein [Zea mays] 


Seq. No, 


313090 


Seq. ID 


xsy700212063.hl 


Method 


BLASTX 


NCBI GI 


g4510424 


BLAST score 


235 


E value 


7.0e-20 


Match length 


70 


% identity 


66 


NCBI Description 


(AC006929) putative carboxypeptidase [Arabidopsis thaliana 


Seq. No. 


313091 


Seq. ID 


xsy700212068 .hi 


Method 


BLASTX 


NCBI GI 


g!773014 


BLAST score 


245 


E value 


5.0e-21 


Match length 


100 


% identity 


47 


NCBI Description 


(Y10338) chloride channel Stclcl [Solanum tuberosum] 


Seq. No. 


313092 


Seq. ID 


xsy700212127 .hi 


Method 


BLASTX 


NCBI GI 


g2497756 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


46 


% identity 


63 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 




>gi 422011 pir S33461 lipid transfer protein - sorghum 




>gi_311333_emb_CAA50661_ (X71668) lipid transfer protein 




[Sorghum bicolor] 


Seq. No. 


313093 


Seq. ID 


xsy700212143.hl 


Method 


BLASTX 


NCBI GI 


g3927831 


BLAST score 


217 


E value 


8.0e-18 



44740 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

70 
60 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



313094 

xsy700212223.hl 

BLASTX 

g2245378 

223 

1.0e-18 

75 

64 

(U83245) auxin response 



factor 1 [Arabidopsis thaliana] 



313095 

xsy700212230.nl 

BLASTX 

g4455159 

219 

2.0e-18 

55 

73 

(AL021687) putative protein [Arabidopsis thaliana] 
313096 

xsy700212235.hl 

BLASTX 

g4454459 

206 

7.0e-17 

54 

74 

(AC006234) unknown protein [Arabidopsis thaliana] 
313097 

xsy700212273.hl 

BLASTX 

g4539324 

307 

2.0e-28 

101 

65 

(AL035679) kinesin like protein [Arabidopsis thaliana] 



313098 

xsy700212282.hl 

BLASTX 

gl!5815 

350 

2.0e-33 

91 

73 

CHLOROPHYLL A-B 
(CAB-M9) (LHCP) 



BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

>gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 



44741 



chlorophyll a/b binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313099 

xsy700212284.hl 

BLASTX 

g585629 

372 

6.0e-36 

72 

97 

SERINE /THREONINE PROTEIN PHOSPHATASE PP2A-2 CATALYTIC 

SUBUNIT >gi_418778_pir S31161 phosphoprotein phosphatase 

(EC 3.1.3,16) 2A-alpha catalytic chain {clone EP8a) - 
Arabidopsis thaliana >gi_166821 (M96732) protein 
phosphatase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313100 

xsy700212292.hl 

BLASTX 

g3875740 

145 

2.0e-09 

45 

53 

(Z81497) similar to mannosyl-oligosaccharide alpha-1, 
2-mannosidase; cDNA EST EMBL:D67155 comes from this gene; 
cDNA EST EMBL:D64219 comes from this gene; cDNA EST 
yk260el2.3 comes from this gene; cDNA EST yk260el2.5 comes 
from 



Seq. No. 


313101 


Seq. ID 


xsy700212331.hl 


Method 


BLASTX 


NCBI GI 


g4582787 


BLAST score 


260 


E value 


4.0e-23 


Match length 


- 53 


% identity 


100 


NCBI Description 


{AJ0 12281) adenosine kinase 


Seq. No. 


313102 


Seq. ID 


xsy700212367.hl 


Method 


BLASTX 


NCBI GI 


g4467124 


BLAST score 


190 


E value 


1.0e-14 


Match length 


96 


% identity 


38 


NCBI Description 


(AL035538) hypothetical prot« 


Seq. No. 


313103 


Seq. ID 


xsy700212412.hl 


Method 


BLASTN 


NCBI GI 


g4105114 


BLAST score 


59 


E value 


9.0e-25 


Match length 


105 



[Zea mays] 



[Arabidopsis thaliana] 



44742 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. ^No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

Hordeum vulgare dehydrin 8 (dhn8) gene, complete cds 
313104 

xsy700212422.hl 

BLASTX 

g4587525 

141 

3.0e-09 

48 

54 

(AC007060) Contains the PFJD0650 CRAL/TRIO 
phosphatidyl-inositol-transf er protein domain. ESTs 
gb_T76582, gb__N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

313105 

xsy700212432.hl 

BLASTX 

g626032 

169 

6.0e-25 

84 

68 

lipoxygenase L-2 - rice 
313106 

xsy700212448.hl 

BLASTX 

g3024018 

458 

5.0e-46 

86 

99 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225__ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 

313107 

xsy700212449.hl 

BLASTN 

g2326946 

211 

1.0e-115 

251 

97 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313108 

xsy700212481.hl 

BLASTX 

g 4454567 

143 

2.0e-09 

54 

50 



44743 



NCBI Description (AF128407) lipase homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313109 

xsy700212549.hl 

BLASTX 

g2369714 

278 

2.0e-29 

72 

89 

(Z97178) elongation factor 2 



[Beta vulgaris] 



313110 

xsy700212558.hl 

BLASTX 

g3935183 

238 

2.0e-20 

83 

57 

(AC004557) F17L21.26 [Arabidopsis thaliana] 
313111 

xsy700212570.hl 

BLASTX 

g2979544 

164 

1.0e-ll 

81 

43 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 
313112 

xsy700212580.hl 

BLASTX 

g320130 

362 

8.0e-35 

71 

97 

acetolactate synthase (EC 4.1.3.18) (clone pSOG109) - maize 
>gi_22141_emb_CAA45117_ (X63554) acetohydroxyacid synthase 
[Zea mays] 

313113 

xsy700212617.hl 

BLASTX 

gll5771 

514 

1.0e-52 

100 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



44744 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



313114 

xsy700212622.hl 

BLASTN 

g434333 

92 

1.0e-44 

115 

95 

Z.mays mRNA gs2 for glutamine synthatase 
313115 

xsy700212668.hl 

BLASTX 

g2459446 

174 

8.0e-13 

64 
48 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



313116 

xsy700212687.hl 

BLASTX 

g2244971 

413 

7.0e-41 

90 
83 

(297340) hypothetical protein 



[Arabidopsis thaliana] 



313117 

xsy700212771.hl 

BLASTX 

g2262105 

175 

5.0e-13 

63 

51 

(AC002343) unknown protein [Arabidopsis thaliana] 
313118 

xsy700212774.hl 

BLASTX 

g2605887 

142 

4.0e-09 

52 

63 

(AF029242) dormancy-associated protein [Pisum sativum] 
313119 

xsy700212823.hl 

BLASTN 

g22227 

78 

44745 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-36 

169 

87 

Z.mays CAB48 gene for chlorophyll a/b binding protein 
313120 

xsy700212828.hl 

BLASTX 

g4588012 

155 

7.0e-ll 

54 

59 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 



313121 

xsy700212923.hl 

BLASTN 

gl68470 

136 

9.0e-71 

171 

95 

Maize ferredoxin 



I (Fd) isoprotein mRNA, pFDl 1 



313122 

xsy700212967.hl 

BLASTX 

g2791278 

166 

7.0e-12 

77 

45 

(269257) beta-xylosidase [Hypocrea jecorina] 
313123 

xsy700212977.hl 

BLASTN 

g2668739 

94 

1.0e-45 

249 

91 

Zea mays translation initiation factor GOS2 (TIF) mRNA, 
complete cds 

313124 

xsy700212982.hl 

BLASTX 

gll5786 

169 

3.0e-12 

51 

71 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 



44746 



protein - maize >gi_22357_emb__CAA68451 
mays] 



(Y00379) LHCP [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



313125 

xsy700212992.hl 

BLASTN 

g397395 

131 

1.0e-67 

131 
100 

Z.mays MNBlb mRNA for DNA-binding protein 
313126 

xsy700213008.hl 

BLASTX 

gll5771 

504 

2.0e-51 

101 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

313127 

xsy700213086.hl 

BLASTX 

g730536 

328 

6.0e-31 

67 
96 

60S RIBOSOMAL PROTEIN L23 >gi__310933 (L18915) 60S ribosomal 
protein, subunit L17 [Nicotiana tabacum] 

313128 

xsy700213117.hl 

BLASTN 

g2981206 

200 

1.0e-108 

242 
96 

Zea mays photosystem I complex PsaH subunit precursor 
(psaH) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

313129 

xsy700213118.hl 

BLASTX 

g3600032 

160 

5.0e-ll 
46 



44747 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 
ATP-synt_B.hmm, score: 10.8 9) [Arabidopsis thaliana] 

313130 

xsy700213139.hl 

BLASTX 

g4455359 

245 

5.0e-21 

70 

69 

(AL035524) putative protein [Arabidopsis thaliana] 
313131 

xsy700213143.hl 

BLASTX 

g4567250 

194 

4.0e-15 

70 

61 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
313132 

xsy700213147.hl 

BLASTX 

g4581164 

287 

6.0e-26 

99 

54 

(AC006220) putative polyprotein [Arabidopsis thaliana] 

313133 : 

xsy700213155.hl 

BLASTN 

g248338 

114 

2.0e-57 

237 

12 

polyubiquitin [maize, Genomic, 3439 nt] 
313134 

xsy700213192.hl 

BLASTX 

g3914020 

214 

2.0e-17 

86 
58 

(R) -MANDELONITRILE LYASE 
(HYDROXYNITRILE LYASE 1) 

>gi_1561641_emb_CAA69388_ (Y08211) mandelonitrile lyase 
[Prunus dulcis] 



ISOFORM 1 PRECURSOR 
( (R) -OXYNITRILASE 1) 
(Y08211) mandelonitrile 



44748 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313135 

xsy700213204.hl 

BLASTX 

g3786011 

368 

2.0e-35 

90 

76 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313136 

xsy700213211.hl 

BLASTN 

g6598670 

33 

4.0e-09 

61 

89 

Arabidopsis thaliana chromosome II BAC T23A1 genomic 
sequence, complete sequence 



Seq. No. 


313137 


Seq. ID 


xsy700213214.hl 


Method 


BLASTX 


NCBI GI 


g4218121 


BLAST score 


153 


E value 


1.0e-10 


Match length 


55 


% identity 


49 


NCBI Description 


(AL035353) putative 


Seq. No. 


313138 


Seq. ID 


xsy700213227.hl 


Method 


BLASTX , 


NCBI GI 


g3341695 J ' 


BLAST score 


344 


E value 


1.0e-32 


Match length 


101 


% identity 


63 


NCBI Description 


(AC003672) putative 




thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313139 

xsy700213242.hl 

BLASTX 

g3445201 

268 

9.0e-24 

54 

89 

(AC004786) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 



313140 

xsy700213246.hl 
BLASTN 



44749 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3821780 
36 

5.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
313141 

xsy700213304.hl 

BLASTX 

g4185136 

181 

8.0e-14 

60 
53 

(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 

313142 

xsy700213338*hl 

BLASTX 

g3402719 

191 

1.0e-14 

59 

63 

(AC004261) unknown protein [Arabidopsis thaliana] 
313143 

xsy700213393.hl 

BLASTX 

g3341696 

194 

3.0e-15 

66 

58 

(AC003672) unknown protein [Arabidopsis thaliana] 
313144 

xsy700213395.hl 

BLASTX 

g2632105 

324 

2.0e-30 

88 

64 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426__emb_CAB38959.1_ (AL04 9171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

313145 

xsy700213413.hl 

BLASTX 

g3142301 

182 

5.0e-14 

38 



44750 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2 7 large isoform precursor gb_M76710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q0594 6. 
ESTs gb_N65081 gb_Z30910 / gb_Z34190, gb_Z34611, gb_R30101, 
gb_H3630 

313146 

xsy700213444.hl 

BLASTX 

gl!5864 

179 

1.0e-13 

51 
63 

[Segment 1 of 2] SERINE CARBOXYPEPTIDASE II CHAINS A AND B 

(CARBOXYPEPTIDASE D) (CP-MII) >gi__82419__pir A29640 

serine-type carboxypeptidase (EC 3.4.16.1) II A chain - 

barley >gi__226038_prf 1408163A CPase II A [Hordema vulgare 

var. distichum] 

313147 

xsy700213496.hl 

BLASTX 

g2660670 

238 

2.0e-20 

77 

61 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST "score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313148 

xsy700213562.hl 
BLASTX 
gll5815 
.470 

2.0e-47 

90 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

313149 

xsy700213565.hl 

BLASTX 

g3036955 

459 

3.0e-46 

88 

99 

(AB012641) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



44751 



Seq. No. 

Seq. ID 

Method 

NOB I GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313150 

xsy700213566.hl 

BLASTX 

g3582333 

189 

1.0e-14 

88 
43 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
313151 

xsy700213576.hl 

BLASTX 

g3212851 

172 

1.0e-12 

43 
70 

(AC004005) unknown protein [Arabidopsis thaliana] 
313152 

xsy700213589.hl 

BLASTN 

g2062705 

37 

1.0e-ll 

37 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
313153 

xsy700213605.hl 

BLASTX 

g4467359 

231 

2.0e-19 

97 

48 

(AJ002685) Phosphatidylinositol 4 -kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



313154 

xsy700213634.hl 

BLASTX 

g2098705 

144 

3.0e-09 

83 

40 

(U82973) pectinesterase [Citrus sinensis] 
313155 

xsy700213695.hl 

BLASTX 

g482311 

192 

4.0e-15 



44752 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 
92 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

313156 

xsy700213768.hl 

BLASTX 

gl762142 

149 

6.0e-10 

60 

48 

(U48434) putative cytochrome P450 [Solanum chacoense] 
313157 

xsy700213781.hl 

BLASTX 

g629692 

180 

1.0e-16 

78 
63 

hypothetical protein - common tobacco 

>gi_506471_emb_CAA56189_ (X79794) unnamed protein product 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313158 

xsy700213791.hl 

BLASTX 

gl890577 

185 

4.0e-14 

48 

65 

(X93175) xyloglucan endotransglycosylase 
vulgar e] 



(XET) /[Hordeum 



313159 

xsy700213863.hl 

BLASTX 

gl644291 

264 

2.0e-23 

60 

77 

(Z73295) receptor-like protein kinase [Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313160 

xsy700213865.hl 

BLASTX 

g401161 

160 

2.0e-ll 

48 

65 



44753 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



TUBULIN ALPHA- 5 CHAIN >gi_322879_pir S28982 tubulin 

alpha-5 chain - maize >gi_22156_emb_CAA44862_ (X63177) 
alpha-tubulin #5 [Zea mays] >gi_450293 (L27815) 
alpha-tubulin [Zea mays] >gi__452474 (U05258) alpha-tubulin 
[Zea mays] 

313161 

xsy700213924.hl 

BLASTX 

g2497756 

151 

4.0e-10 

64 
44 

NONSPECIFIC LIPID-TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 

>gi_422011__pir S33461 lipid transfer protein - sorghum 

>gi_311333_emb_CAA50661_ (X71668) lipid transfer protein 
[Sorghum bicolor] 

313162 

xsy700213933.hl 

BLASTX 

g4586021 

160 

2.0e-ll 

38 

79 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 

313163 

xsy700214035.hl 

BLASTX 

gl35060 

174 

4.0e-13 

49 

76 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

( SHRUNKEN- 1 ) >gi_66570__pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 

313164 

xsy700214042.hl 

BLASTX 

g322701 

151 

2.0e-10 

47 

70 

Tubulin beta-2 chain - soybean 
313165 

xsy700214122.hl 
BLASTX 



44754 



NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g232033 
268 

9.0e-24 

64 

80 

ELONGATION FACTOR 1 BETA 1 >gi_479830_pir S35501 

translation elongation factor eEF-1 beta 1 chain - wheat 
>gi_218341_dbj_BAA02436_ (D13147) elongation factor 1 beta' 
[Triticum aestivum] 

313166 

xsy700214232.hl 

BLASTX 

gll3621 

289 

2.0e-26 

64 

88 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196__pir ADZM fructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi__168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

313167 

xsy700214282.hl 

BLASTX 

gl34101 

233 

1.0e-19 

73 

66 

RUBISCO SUBUNIT BINDING- PROTEIN ALPHA SUBUNIT (60 KD 
CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_72958_pir HHCSBA ribulose-bisphosphate carboxylase 

subunit-binding protein alpha chain - castor bean 
(fragment) 

313168 

xsy700214322.hl 

BLASTX 

g2501011 

334 

2.0e-31 

100 

64 

ISOLEUCYL-TRNA SYNTHETASE ( ISOLEUCINE — TRNA LIGASE) (ILERS) 
>gi_1652625_dbj_BAA17545_ (D90907) isoleucyl-tRNA 
synthetase [Synechocystis sp.] 

313169 

xsy700214335.hl 

BLASTX 

g2982431 

146 

3.0e-12 



44755 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



86 
49 

(AL022224) leucine rich repeat-like protein [Arabidopsis 
thaliana] 

313170 

xsy700214342.hl 

BLASTX 

gl619602 

234 

9.0e-20 

63 

65 

(Y08726) MtN3 [Medicago truncatula] 
313171 

xsy700214367.hl 

BLASTX 

g4191791 

310 

9.0e-29 

74 

73 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

313172 

xsy700214370.hl 

BLASTX 

gl346057 

154 

2.0e-10 

40 

65 

PROTEIN KINASE G11A >gi_100705_pir B30311 protein kinase C 

(EC 2.7.1.-) homolog - rice (fragment) >gi_169788 (J04556) 
G11A protein [Oryza sativa] 

313173 

xsy700214405.hl 

BLASTX 

g3036946 

339 

3.0e-32 

74 

86 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

313174 

xsy700214454.hl 

BLASTX 

g2829864 

151 

2.0e-10 

54 

50 



44756 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002396) similar to zinc metalloproteinases [Arabidopsis 
thaliana] 

313175 

xsy700214470.hl 

BLASTX 

g2213547 

248 

2.0e-21 

77 
64 

(Z97052) putative ubiquinone biosynthesis methyltransf erase 
[Schizosaccharomyces pombe] 

313176 

xsy700214475.hl 

BLASTX 

g550438 

361 

1.0e-34 

76 
96 

(X81829) cytochrome P450 [Zea mays] 

>gi_1870201_emb_CAA72208_ (Y11404) cytochrome p450 [Zea 
mays] 

313177 

xsy700214479.hl 

BLASTN 

g2231164 

85 

4.0e-40 

201 

86 

Oryza sativa integral membrane protein 
complete cds 



(OsNramp2) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313178 

xsy700214558.hl 

BLASTX 

g2829918 

201 

3.0e-16 

38 

95 

(AC002291) similar to "tub" protein gp_U824 68_2072162 
[Arabidopsis thaliana] 

313179 

xsy700214560.hl 

BLASTX 

g2582800 

157 

8.0e-ll 

71 

49 

(Y11607) protein phosphatase 2C [Medicago sativa] 



44757 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq/ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313180 

xsy700214572.hl 

BLASTX 

g3881189 

210 

5.0e-17 

58 

64 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 

313181 

xsy700214586.hl 

BLASTX 

g3152600 

152 

3.0e-10 

40 

68 

(AC002986) Contains similarity to S. cerevisiae 
hypothetical protein YOR197w, gb_Z75105. ESTs gb_H37409, 
gb_AA395290, and gb_T43907 come from this gene. 
[Arabidopsis thaliana] 

313182 

xsy700214625.hl 

BLASTN 

gll29083 

75 

4.0e-34 

134 

90 

Wheat mRNA for protein H2A, complete cds f clone wcH2A-2 
313183 

xsy700214663.hl 

BLASTX 

g3176874 

222 

2.0e-18 

62 

69 

(AF065639) cucumisin-like serine protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313184 

xsy700214675.hl 

BLASTX 

g4521190 

206 

1.0e-16 

87 

43 

(AB013448) Pib [Oryza sativa] 



>gi_4521192_dbj_BAA76282 . 1_ 



44758 



(AB013449) Pib [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313185 

xsy700214676.hl 

BLASTX 

g3511285 

416 

3.0e-41 

86 

88 

(AF081534) cellulose synthase [Populus alba x Populus 
tremula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313186 

xsy700214704.hl 

BLASTX 

g3913808 

284 

5.0e-26 

63 

92 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-LYASE) 
SYNTHETASE) >gi_2429618_dbj_BAA22284__ (AB007120) 
f errochelatase [Oryza sativa] 



(HEME 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313187 

xsy700214730.hl 

BLASTX 

g4490736 

171 

9.0e-13 

43 

86 

(AL035708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313188 

xsy700214756.hl 

BLASTX 

g4539343 

355 

5.0e-34 

85 

81 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



313189 

xsy700214824.hl 

BLASTX 

g4587560 

148 

7.0e-10 

39 
69 

(AC006577) F15I1.27 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



313190 

xsy700214825.hl 



44759 




T\A s*\ ^ V*i /\ 

Lxietnoa 


QT SOfpV 
D-L/lbl A 


NCBI GI 


gl835731 


BLAST score 


371 


E value 


o a ^ o f 

o . ue-jo 


Match length 


o4 


% identity 


81 


Nubi Description 


(UooUlo) pnotosystem II 10 KDa polypeptide [Oryza 


Seq. No* 


313191 


Seq. ID 


xsy70 02 14836 . hi 


Method 


rjT 7\ OTVT 


NCBI GI 


gl370602 


BLAST score 


105 


E value 


3 . Oe-52 


Matcn length 


130 


% identity 


94 


NCBI Description 


Z.mays mRNA for annexin p35 


Seq. No. 


313192 


Seq. ID 


xsy7 00214877 .hi 




DltHbi A 


NCBI GI 


g3549666 


BLAST score 


181 


E value 


1 . Oe-13 


Matcn lengtn 


A C 

4o 


% identity 


73 


NCBI Description 


(AL031394) putative protein [Arabidopsis thaliana. 


Seq. No. 


313193 


Seq. ID 


xsy700214 903 .hi 


Metnoa 


BLASTX 


NCBI GI 


A A A C A A /" 

g2996096 


BLAST score 


266 


E value 


8.0e-24 


Match length 


53 


% identity 


98 


NCBI Description 


(AF030517) translation elongation factor-1 alpha; 




alpha [Oryza sativa] 


Seq. No. 


313194 


Seq. ID 


xsy700214944 .hi 


Method 


BLAbTN 


NCBI GI 


g21800 


BLAST score 


97 


E value 


3. Oe-47 


Match length 


AAA 

220 


% identity 


78 


NCBI Description 


T.aestivum L mRNA for histone H2B 


Seq. No. 


313195 


Seq. ID 


xsy700214954 .hi 


Method 


BLASTX 


NCBI GI 


g2842469 


BLAST score 


190 


E value 


1.0e-14 


Match length 


83 


% identity 


47 



44760 



NCBI Description 



(AL021747) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313196 

xsy700214974.hl 

BLASTN 

g21843 

35 

3.0e-10 

67 

88 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 



Seq. No. 


313197 


Seq. ID 


xsy700214976.hl 


Method 


BLASTN 


NCBI GI 


g473602 


BLAST score 


147 


E value 


4.0e-77 


Match length 


243 


% identity 


90 


NCBI Description 


Zea mays W-22 histone 


Seq. No. 


313198 


Seq. ID 


xsy700214985.hl 


Method 


BLASTX 


NCBI GI 


gl706260 


BLAST score 


311 


E value 


7.0e-29 


Match length 


80 


% identity 


76 


NCBI Description 


CYSTEINE PROTEINASE 1 



cysteine proteinase 1 
>gi_6 435 9 7_db j _BAA0 8244 
mays] 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 

(D45402) cysteine proteinase [Zea 



Seq. No.- 


313199 


Seq. ID 


xsy700217005.hl 


Method 


BLASTX 


NCBI GI 


g2781362 


BLAST score 


206 


E value 


2.0e-16 


Match length 


87 


% identity 


45 


NCBI Description 


(AC003113) F2401.18 


Seq. No. 


313200 


Seq. ID 


xsy700217014.hl 


Method 


BLASTX 


NCBI GI 


g4038034 


BLAST score 


202 


E value 


4.0e-16 


Match length 


46 


% identity 


74 


NCBI Description 


(AC005936) unknown ; 


Seq. No. 


313201 



44761 



oeq. iLj 


X5y rVJUZJ. / .111. 


Mot - Vi aH 




NCBI GI 


g4583546 


BLAST score 


218 


E value 


b . ue— lo 


IXla. L CU -L Clly til 


•j i 


% identity 


HI 

! 1 




\jrvJ U X \j O X -7 ^ O-LLyHi 


beq. no* 




oeq. 11J 


v<?v7n091 71 1 ^ hi 


IWnf V* 

ixie uiiocL 


■DiurlO 1 A 




rrl 079^91 
y iu / z? o ±. 


BLAST score 


192 


E value 


6.0e-15 


Match length 


76 


1 identity 


49 


NCBI Description 


XPMC2 protein - 



[Arabidopsis thaliana] 



595380 (U10185) 



XPMC2 protein [Xenopus laevis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313203 

xsy700217161.hl 

BLASTX 

gl706260 

308 

2.0e-28 

79 

77 

CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118 131_pir S59597 

cysteine proteinase 1 precursor - maize 

>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313204 

xsy700217167.hl 

BLASTX 

g2244898 

263 

3.0e-23 

88 

55 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313205 

xsy700217169.hl 

BLASTX 

g3785989 

177 

3.0e-13 

44 

75 

(AC005560) unknown protein [Arabidopsis thaliana} 



Seq. No. 
Seq. ID 
Method 



313206 

xsy700217212.hl 
BLASTX 



44762 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
. NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



gl052960 
246 

4.0e-21 

58 

83 

(U37437) PNIL34 [Ipomoea nil] 
313207 

xsy700217236.hl 

BLASTX 

g2795807 

241 

1.0e-20 

77 
62 

(AC003674) hypothetical protein [Arabidopsis thaliana] 
313208 

xsy700217245.hl 

BLASTX 

g4467111 

290 

2.0e-26 

70 

80 

(AL035538) putative protein [Arabidopsis thaliana] 



313209 

xsy700217253.hl 

BLASTN 

g2062705 

36 

6.0e-ll 

36 
100 

Human butyrophilin (BTF5) 



mRNA, complete cds 



313210 

xsy700217282.hl 

BLASTX 

g3928519 

362 

6.0e-35 

79 

92 

(AB011670) wpk4 protein kinase [Triticum aestivum] 



313211 

xsy700217288.hl 

BLASTN 

g2062705 

37 

1.0e-ll 

37 

100 

Human butyrophilin 



(BTF5) mRNA, complete cds 



44763 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313212 

xsy700217348.hl 

BLASTX 

g4115383 

173 

1.0e-12 

71 
45 

(AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313213 

xsy700217350.hl 

BLASTX 

gl352186 

302 

7.0e-28 

79 

72 

ALLENE OXIDE SYNTHASE PRECURSOR 
(CYTOCHROME P450 74) >gi_4048 66 
synthase [Linum usitatissimum] 



(HYDROPEROXIDE DEHYDRASE)^ 
(U00428) allene oxide 



Seq. No. 


313214 


Seq. ID 


xsy700217432.hl 


Method 


BLASTX 


NCBI GI 


g3386604 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


70 


% identity 


53 


NCBI Description 


(AC004665) putative protein 


Seq. No. 


313215 


Seq. ID 


xsy700217455.hl 


Method 


BLASTX 


NCBI GI 


g3335060 


BLAST score 


325 


E value 


2.0e-30 


Match length 


87 


% identity 


71 


NCBI Description 


(AF025842) plasma membrane- 



thaliana] >gi_4468989__emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313216 

xsy700217468.hl 

BLASTX 

g2281115 

292 

1.0e-26 

75 
75 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 



313217 



44764 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method * , . 
NCBI GI" ' 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xsy700217482.hl 

BLASTX 

g3789942 

271 

9.0e-30 

87 
16 

(AFO 93505) polyubiquitin [Saccharum hybrid cultivar 
H32-8560] 

313218 

xsy700217484.hl 

BLASTX 

gl!68529 

182 

5.0e-16 

56 
79 

SERINE /THREONINE-PROTEIN KINASE ASK1 >gi_54 18 90_pir S36944 

probable serine/threonine-specif ic protein kinase (EC 
2.7.1.-) (clone ASK1) - Arabidopsis thaliana >gi_166882 
(M91548) serine/threonine kinase [Arabidopsis thaliana] 
>gi_1931648 (U95973) Ser/Thr kinase [Arabidopsis thaliana] 

313219 

xsy700217555.hl 

BLASTX 

gl853968 

208 

8.0e-17 

67 
64 

(D88121) CPRD12 protein [Vigna unguiculata] 
313220 

xsy700217568.hl 

BLASTN 

g3043528 

62 

2.0e-26 

150 

85 

Zea mays mRNA for flavin containing polyamine oxidase (PAO) 
313221 

xsy700217572.hl 

BLASTX 

gl617270 

147 

1.0e-09 

40 

62 

(X94624) acyl-CoA synthetase [Brassica napus] 



Seq. No. 
Seq. ID 
Method 



313222 

xsy700217589.hl 
BLASTX 



44765 



NCBI GI 


g4539460 


BLAST score 


156 


E value 


i . ue — iu 


Match length 


P A 
o 4 


% identity 


14 


iNUbi Description 




Seq. No. 




beq. iu 


xsy / uuz i / ou4 .ni 


Method 


BLASTX 


NCBI GI 


g2341042 


BLAST score 


197 


E value 


o , ue— 10 


Match length 


Q "3 


% identity 


59 


NCBI Description 


(AL/UUU1U4; riyriy.^o [Araoiuopsis mananaj 


Seq. No. 


*5 "1 TOO d 

313224 


beq. ID 


xsy /uuzi /biy.ni 


Method 


nliAb 1 A. 


NCBI GI 


gl68404 


BLAST score 


173 


E value 


1 . Ue-lz 


Match length 




% identity 


91 


NCBI Description 


(JUlzoo) actm [Zea maysj 


Seq. No. 


313225 


Seq. ID 


xsy /UUzl /o^y . hi 


Method 




NCBI GI 


gloyub / o 


BLAST score 


39 


E value 


9.0e-13 


Match length 


91 


% identity 


o a 
OO 


NCBI Description 


H.vulgare mRNA for xyloglucan endotransglycos 




protein (XEB) 


Seq* No. 


313226 


Seq. ID 


xsy /UUZI / oo f . hi 


Method 


hsliAbilN 


NCBI GI 


gl / / /y2y 


BLAST score 


41 


E value 


6.0e-14 


Match length 


93 


% identity 


y / 


NCBI Description 


Saccharum officmarum nucleoside diphosphate 




(SoNDPKl) mRNA, complete cds 


Seq. No* 


313227 


Seq. ID 


xsy700217 650 . hi 


Method 


T2T 7A C TV 
DliiiD 1 A 


NCBI GI 


g4220521 


BLAST score 


187 


E value 


2.0e-14 


Match length 


52 


% identity 


65 



44766 



NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 



Can Mo 


*J X »J -_>--. \J 


oeq* xu 


Y cu7 H fl 9 1 7 £ 6 "3 hi 


Method 


BLASTX 


NCBI GI 


g4191791 


RT HQT cnnro 
J_5x..ri01 bUUXc 


246 
<c *± u 


E value 


0 . uc __, 0 


ixiatcn xeiiyL.ii 


76 


^ XLitJii l.x u y 


76 


lNODl UcSClipulUil 


J- 7 ! / ) fcJ U. L, Ct L, _L V t_J OXZ.X \ -lCXXallLllUO CH111U.U.O / Lij.ul_CJ.il 




[AxaDlGOpS-L 5 Lilallclllclj 


OC4 « 1NU • 


jIJ-.-. _? 


Oc(j> XU 


vQw7n091 7796 hi 


Method 


BLASTX 


NCBI GI 


gl890573 




1 SI 

X J X 




Z. . UC X VJ 


iYiaTi.cn xengun 


44 
I ft 


i> xuem — Luy 


6n 


NCBI Description 


tAyji / j j xyxogiucan enQOuransgxycosyxase \r±sLL) L - nt -' JL( - 1 " LlilL 




vuigare j 


oeq. WO. 




oeq. iu 


xsy / uuzi / / z o . nx 


Method 


BLASTX 


NCBI GI 


gll84774 


BiiAbi score 


jjD 


E value 


0 pio— "34 


jyiatzcn xengtin 


DO 


% identity 


1 nn 
1UU 


NCBI Description 


(U45856) cytosolic glyceroldehyde— 3- phosphate dehydrogenas 




Cj/irUo [ -jea mays j 


Q /-\ /-*• "K\r\ 
oeq • INO • 


O-i OOOI 
jIjZj! 


Seq. ID 


xsy700217789.hl 


Method 


BLASTN 


\TPT5 T P T 


rtO f"l 6970 R 
yZ U Oz. / U0 




^6 


E value 


o . ue-ii 


i v id Lt_.il _Lci1yu.11 


^6 


% identity 


1UU 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


oeq. jno. 


~J 1 jZjZ 


Seq. ID 


xsy700217831.hl 


Method 


BLASTX 


"MPDT PT 


gio / ooyo 






E value 


1.0e-38 


Match length 


81 


%. identity 


96 


NCBI Description 


(U67717) fimbrin/plastin-like [Triticum aestivum] 


Seq. No. 


313233 


Seq. ID 


xsy700217867.hl - 



44767 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl362065 

282 

2.0e-25 

77 

75 

small GTP-binding protein - garden pea 

>gi_871506_emb_CAA90081_ (Z4 9901) small GTP-binding protein 
[Pisum sativum] 



313234 

xsy700217955.hl 

BLASTX 

g3970689 

159 

5.0e-ll 

96 

38 

(Y18484) (+) -delta-cadinene synthase 



[Gossypium arboreum] 



313235 

xsy700217962.hl 

BLASTX 

gl353193 

306 

3.0e-28 

96 

61 

O-METHYLTRANSFERASE ZRP4 (OMT) >gi_542186_pir JQ2268 

O-methyltransf erase (EC 2.1.1.-) - maize >gi_404070 
(L14063) O-methyltransf erase [Zea mays] 

313236 

xsy700217971.hl 

BLASTN 

g551482 

136 

1.0e-70 

228 
91 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

313237 

xtd700282204.h2 

BLASTX 

g2462756 

267 

1.0e-23 

96 

61 

(AC002292) putative receptor kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



313238 

xtd700282223.h2 

BLASTX 

g4378066 



44768 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



292 

1.0e-26 

93 

56 

(AF098806) polyprotein [Sorghum bicolor] 
313239 

xtd700282235.h2 

BLASTX 

g2244836 

353 

1.0e-33 

99 
70 

(Z97337) RNA helicase homolog [Arabidopsis thaliana] 
313240 

xtd700282237.h2 

BLASTX 

g3176686 

394 

2.0e-38 

99 

67 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

313241 

xtd700282303.h2 

BLASTX 

g3688350 

218 

7.0e-18 

101 
47 

(AL030996) dJ1189B24.4 (novel PUTATIVE protein similar to 
hypothetical proteins S. pombe C22F3.14C and C. elegans 
C16A3.8) [Homo sapiens] 

313242 

xtd700282317.h2 

BLASTX 

g2829910 

238 

5.0e-33 

102 

24 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 

313243 

xtd700282325.h2 

BLASTX 

g3269285 

248 

2.0e-21 



44769 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST sc6re 

E value 

Match length 

% identity 

NCBI Description 



91 
55 

(AL030978) hypothetical protein [Arabidopsis thaliana] 
313244 

xtd700282329.h2 

BLASTX 

gl297187 

264 

3.0e-23 

95 
54 

(U53501) similar to protein encoded by GenBank Accession 
Number U41815, nucleoporin 98 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313245 

xtd700282336.h2 

BLASTX 

g3482913 

193 

6.0e-15 

76 

51 

(AC003970) Similar to MtN21, gi_2598575, Megicago 
truncatula nodulation induced gene [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313246 

xtd700282351.h2 

BLASTN 

gl244652 

51 

5.0e-20 

103 

87 

Zea mays copia-type retroelement PREM-2 gag gene, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313247 

xtj700377208.hl 

BLASTN 

g3217024 

51 

2.0e-20 

95 

88 

Homo sapiens DNA sequence from PAC 97D16 on chromosome 
6p21.3-22.2. Contains an unknown pseudogene, a 60S 
Ribosomal protein L24 (L30) LIKE pseudogene and histone 
genes H2BFC (H2B/c) , H4FFP (H4/f pseudogene), H2AFC (H2A/c 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



313248 

xtj700377240.hl 

BLASTN 

g575730 

78 

3.0e-36 
114 



44770 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ': 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

Z.mays mRNA for transmembrane protein 
313249 

xtj700377333.hl 

BLASTX 

g4530611 

173 -' ' 

6.0e-13 

32 

97 

(AF134552) serine/threonine protein phosphatase PP2A-2 
catalytic subunit [Oryza sativa subsp. indica] 

313250 

xtj700377405.hl 

BLASTN 

g34621 

148 

8.0e-78 

179 

97 

Human mRNA for melanoma growth stimulatory activity (MGSA) 
313251 

xtj700377407.hl 

BLASTN 

g7124014 

99 

9.0e-49 

140 

91 

Homo sapiens Chromosome 22 Cosmid Clone 46a9 In DGCR 
Region, complete sequence [Homo sapiens] 

313252 

xtj700377417.hl 

BLASTN 

g285966 

99 

9.0e-49 

151 

98 

Human mRNA for KIAA0110 gene, complete cds 
>gi_1408437_gb_G28622_G28622 human STS SHGC-35799 

313253 

xtj700377421.hl 

BLASTX 

g417523 

203 

2.0e-21 

54 

96 

SERINE/THREONINE PROTEIN PHOSPHATASE 4 (PP4) (PROTEIN 

PHOSPHATASE X) (PP-X) >gi_346323_pir S28173 phosphoprotein 

phosphatase (EC 3.1.3.16) X - human 



44771 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313254 

xtj700377435.hl 

BLASTN 

g3894217 

51 

5.0e-20 

163 

90 

Homo sapiens mRNA 
cds 



for Asparaginyl tRNA Synthetase, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313255 

xtj700377448.hl 

BLASTX 

g3024432 

231 

9.0e-20 

47 

98 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX ALPHA SUBUNIT) >gi_1930070 (U92540) proteasome 
alpha subunit [Oryza sativa] 

313256 

xtj700377456.hl 

BLASTX 

g4503479 

218 

3.Ge-18 

44 
93 

eukaryotic translation elongation factor 1 delta (guanine 
nucleotide exchange protein) 

>gi_461994__sp_P29692_EFlD_HUMAN ELONGATION FACTOR 1 -DELTA 

(EF-1-DELTA) >gi_1085404_pir S34626 translation elongation 

factor eEF-1 delta chain - human >gi_38522_emb_CAA7 9716_ 
(Z21507) human elongation factor-l-delta [Homo sapiens] 



Seq. No. 


313257 


Seq. ID 


xtj700377463, 


Method 


BLASTN 


NCBI GI 


g3882212 


BLAST score 


101 


E value 


6.0e-50 


Match length 


159 


% identity 


93 


NCBI Description 


Homo sapiens 


Seq. No. 


313258 


Seq. ID 


xtj700377473, 


Method 


BLASTN 


NCBI GI 


g3289992 


BLAST score 


138 


E value 


6.0e-72 


Match length 


188 


% identity 


92 



44772 



NCBI Description 



Homo sapiens chromosome 19, cosmid R30783, complete 
sequence [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



313259 

xtj700377490.hl 

BLASTN 

g2795898 

141 

8.0e-7 4 

170 

94 

Homo sapiens clone 23912 mRNA sequence 
313260 

xtj700377505.hl 

BLASTN 

g6249668 

47 

8.0e-18 

114 

93 

Homo sapiens chromosome 10 clone CIT-HSP-1338F24 map 
10pll.2-10pl2. 1, complete sequence [Homo sapiens] 

313261 

xtj700377506.hl 

BLASTN 

g598714 

34 

4.0e-10 

42 

95 

Human HepG2 3 T region cDNA, clone hmd3b09 
313262 

xtj700377521.hl 

BLASTN 

gl550813 

59 

6.0e-25 

63 

98 

Z.mays mRNA for acidic ribosomal protein P0 
313263 

xtj700377526.hl 

BLASTN 

g2618577 

36 

3.0e-ll 

64 

91 

Homo sapiens mRNA for OTK27, complete cds 
313264 

xtj700377530.hl 
BLASTN 



44773 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl658192 
52 

9.0e-21 

64 

95 

Sorghum bicolor obtusifoliol 14-alpha demethylase CYP51 
(CYP51) mRNA, complete cds 



beg. wo. 


-31 tiO £R 


Seq. ID 


xt ]] / UUj / / 04 / .ni 


Metnoa 


jdj_iAo11M 






ojjAbi score 




V "\TZ* 1 IIP 


2 Oe-21 


Match length 


136 


% identity 


94 


NCBI Description 


Zea mays sucrose synthase 


Seq. No. 


313266 


Seq. ID 


xtj700377548.hl 


Method 


BLASTN 


NCBI GI 


g4504330 


BLAST score 


50 


E value 


1.0e-19 


Match length 


66 


% identity 


94 


NCBI Description 


Homo sapiens hakata antigei 



mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(member of the Ficolin/Opsonin 
p35 Lectin Family) (HAKA1) mRNA 
>gi_3413515_dbj_D88587_D88587 Homo sapiens mRNA for Hakata 
antigen, complete cds 

313267 

xtj700377561.hl 

BLASTN 

g34235 

52 

8. Oe-21 

128 

95 

Human mRNA for nuclear envelope protein lamin C precursor 
313268 

xtj700377579.hl 

BLASTN 

g338048 

37 

7.0e-12 

128 

91 

Human pulmonary surfactant-associated protein SP-A (SFTP1) 
gene, complete cds 

313269 

xtj700377626.hl 

BLASTN 

g4240034 

124 



44774 



E value 1.0e-63 

Match length 164 

% identity 93 

NCBI Description Zea mays ZmGRlb mRNA, complete cds 



Seq, No. 


oloZ 1 U 


Seq. ID 


xt3 /uUo/ /oJo. nl 


Method 


BLASTX 


NCBI bl 


.tt1 A 111 Q £ 

gi4 / / / Bo 


BLAST score 


180 


E value 


z . Ue-lo 


Match length 


A "3 


% identity 


O A 

84 


NCBI Description 


(U60093) suppressor of hairless protein 1 [Xenopus laevi: 


Seq. No. 


31 7 1 


Seq. ID 


XZ J / U U J / /boo . nl 


Method 


BLASTN 


NCBI GI 


— o OQ"3QQ1 

gJzooool 


BLAST score 


138 


E value 


5.0e-72 


Match length 


163 


% identity 


94 


NCBI Description 


Homo sapiens clone 24772 BDP-1 protein mRNA, partial cds 


Seq. No. 


313272 


Seq. ID 


xtj700377683.hl 


Method 


BLASTN 


NCBI GI 


g4755126 


BLAST score 


73 


E value 


3. Oe-33 


Match length 


154 


% identity 


97 


NCBI Description 


Homo sapiens ADP-ribosylation factor-like 1 (ARL1) mRNA 




>gi ou/u^/ go iiZoyy/ nuixLttKJLilii nomo sapiens /uvui mrsJNii/ 




complete cds 


Seq. No. 


313273 


Seq. ID 


xtj700377707.hl 


Method 


BLASTX 


NCBI GI 


g2497486 


BLAST score 


196 


E value 


1.0e-17 


Match length 


80 


% identity 


56 



NCBI Description URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313274 

xtj700377721.hl 

BLASTN 

g4502678 

112 

2.0e-56 

175 

92 



44775 



NCBI Description 



Homo sapiens CD63 antigen (melanoma 1 antigen) (CD63) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313275 

xtj700377732.hl 

BLASTX 

g3831470 

170 

1.0e-12 

83 
40 

(AC005700) unknown protein, 3' partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313276 

xtj700377741.hl 

BLASTN 

g602605 

76 

6.0e-35 

160 
87 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313277 

xtj700377764.hl 

BLASTX 

g632220 

161 

1.0e-ll 

60 

57 

ribosomal protein L2 - evening primrose mitochondrion 
>gi__516394_emb_CAA56451_ (X80170) 70s mitochondrial 
ribosomal protein L2 [Oenothera berteriana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313278 

xtj700377812.hl ^ * 

BLASTX 

g3063706 

258 

4.0e-26 

99 
61 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313279 

xtj700377816.hl 

BLASTN 

gl87507 

224 

1.0e-123 

301 

97 

Human male-enhanced antigen mRNA (Mea), complete cds. 
>gi_187509_gb_L10400_HUMMEAA Homo sapiens male-enhanced 
antigen (Mea) mRNA, complete cds 



44776 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313280 

xtj700377839.hl 

BLASTN 

g4337095 

238 

1.0e-131 

293 

96 

Homo sapiens Mut S homolog 5 gene, partial cds; and NCC27 , 
NG30, NG31, NG24, NG25, NG32 , NG26, NG33, casein kinase II 
beta subunit, BAT 4, NG34 , Apo M, BAT 3, BAT 2, AIF-1, 1C7, 
LST-1, lymphotoxin beta, tumor necrosis facto 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313281 

xtj700377843.hl 

BLASTX 

g3881836 

393 

2.0e-38 

97 

75 

(Z78019) Similarity to Yeast LPG22P protein (TR: G1151240 ) ; 
cDNA EST EMBL:T00686 comes from this gene; cDNA EST 
EMBL:C12415 comes from this gene; cDNA EST EMBL:C12728 
comes from this gene; cDNA EST EMBL:C10626 comes from this 
ge 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313282 

xtj700377856.hl 

BLASTX 

g2583079 

166 

7.0e-12 

35 

91 

(AF026816) putative oncogene protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313283 

xtj700377868.hl 

BLASTN 

g577294 

244 

1.0e-135 

296 

96 

Human mRNA for KIAA0088 gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313284 

xtj700377883.hl 

BLASTX 

g4506273 

192 

2.0e-23 

68 

93 

PTK7 protein tyrosine kinase 7 >gi_2136061_pir JC4 593 

protein-tyrosine kinase-related receptor PTK7 - human 



44777 



>gi_1322232 (U40271) transmembrane receptor precursor [Homo 

sapiens] >gi_1587324_prf 2206402A receptor Tyr kinase 

[Homo sapiens] 



Seq. No. 


313285 


Seq. ID 


xtj700377885.hl 


Method 


BLASTX 


NCBI GI 


g!35398 


BLAST score 


293 


E value 


9.0e-27 


Match length 


56 


% identity 


95 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 ■ 




chain - maize >gi 22147 emb_CAA33734_ (X1570 




alphal-tubulin [Zea mays] 


Seq. No. 


313286 


Seq. ID 


xtj700377923.hl 


Method 


BLASTN 


NCBI GI 


g3687210 


BLAST score 


133 


E value 


4 .Oe-69 


Match length 


144 


% identity 


99 


NCBI Description 


Homo sapiens chromosome 5p, BAC clone 50g21 




complete sequence [Homo sapiens] 


Seq. No. 


313287 


Seq. ID 


xtj700377926.hl 


Method 


BLASTX 


NCBI GI 


g2345154 


BLAST score 


337 


E value 


7.0e-32 


Match length 


66 


% identity 


98 


NCBI Description 


(AF015522) ribsomal protein S4 [Zea mays] 


Seq* No. 


313288 


Seq, ID 


xtj700377955.hl 


Method 


BLASTX 


NCBI GI 


g3163946 . 


BLAST score 


281 


E value 


2.0e-25 


Match length 


54 


% identity 


94 


NCBI Description 


(AJ005599) alpha-tubulin 1 [Eleusine indica] 


Seq. No. 


313289 


Seq. ID 


xtj700377975.hl 


Method 


BLASTN 


NCBI GI 


g3811348 


BLAST score 


240 


E value 


1.0e-132 


Match length 


275 


% identity 


97 


NCBI Description 


Homo sapiens cytosolic phospholipase A2 beta 




precursor RNA, complete sequence 



44778 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313290 

xtj700377983.hl 

BLASTN 

gl90089 

83 

3.0e-39 

142 

99 

Human pulmonary surfactant protein C 
surfactant protein CI (SP-C1) genes, 



(SP-C) and pulmonary 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313291 

xtj700378029.hl 

BLASTX 

g2492504 

317 

2.0e-36 

83 

86 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_1669660_emb__CAA70565_ (Y09396) protein of AAA family 
[Capsicum annuum] 



Seq. 
Seq. 



No. 

ID 



313292 

xtj700378120.hl 



Method 


BLASTX 


NCBI GI 


g4006924 


BLAST score 


186 


E value 


2.0e-14 


Match length 


36 


% identity 


89 


NCBI Description 


(Z99708) beta-galactosidase like protein 




thaliana] 


Seq. No. 


313293 


Seq. ID 


xtj700378121.hl 


Method 


BLASTX 


NCBI GI 


gl743277 


BLAST score 


166 


E value 


4.0e-12 


Match length 


29 


% identity 


100 


NCBI Description 


(Y09741) beta-tubulin 1 [Hordeum vulgare] 


Seq. No. 


313294 


Seq. ID 


xtj700378373.hl 


Method 


BLASTX 


NCBI GI 


g2921304 


BLAST score 


432 


E value 


5.0e-43 


Match length 


92 


% identity 


97 


NCBI Description 


(AF033496) herbicide safener binding prot< 


Seq. No. 


313295 


Seq. ID 


xyt700342344.hl 



44779 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gl770190 

220 

3.0e-18 

69 

58 

(Y10162) 



cyclin-D like protein [Chenopodium rubrum] 



313296 

xyt700342345.hl 

BLASTN 

g4416300 

63 

5.0e-27 

209 

44 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



313297 

xyt700342379.hl 

BLASTX 

g2500399 

408 

3.0e-40 

91 

91 

40S RIBOSOMAL PROTEIN S3 >gi_1836060_bbs_179561 (S83098) 
ribosomal protein S3 [Ambystoma mexicanum=Mexican axolotls, 
embryos, Peptide, 253 aa] [Ambystoma mexicanum] 

313298 

xyt700342384.hl 

BLASTX 

g3717978 

294 

7.0e-27 

70 

81 

(Y12431) 5S ribosomal protein [Mus musculus] 
313299 

xyt700342396.hl 

BLASTN 

g4099507 

70 

1.0e-31 

82 
96 

Zea mays proliferating cell nuclear antigen (ZmPCNA2) mRNA, 
complete cds 

313300 

xyt700342427.hl 

BLASTX 

gl076678 

274 



44780 



E value 


z . ue— ^4 


Match length 


30 


% identity 


inn 
1UU 


NCBI Description 


ubiquitin / ribosomal protein S27a — potato 


Seq. No. 


JlooUl 


oeq. iu 


xyx. / .ni 


L v iei- noQ 


OJjiiO 1 IN 


NCBI GI 


g4101627 


BLAST score 


51 


E value 


*7 n « oa 


TUT --\ 4— An "1 q y% j- W 

ixicixcn lengLii 


ft "3 


% identity 


a a 


NCBI Description 


Canis familiaris desmoglein-1 (DSG— 1) gene, 


beq. No. 




oeq. iu 


Xyu /UUj^Z4jo . ni 


Metnoa 


DT 7\ OT1V 

BLAb IX. 


NCBI GI 


g4432816 


BLAST score 


151 


E value 


o . Ue-lU 


Match length 


/ y 


% identity 


a a 
4 o 


NCBI Description 


(ACUUooyo) hypothetical protein [Araoidopsi: 


Seq. No. 


313303 


beq. ID 


xyt / UUo4z4oo.nl 


Jxlernoa 


BLAblX 


JNUbl bl 


g4oUoiyj 


BLAST score 


343 


E value 


8.0e-33 


Match length 


76 


% identity 


/ y 


NCBI Description 


membrane fatty acid (lipid) desaturase >gi_< 




lAiuuzDDo] mld Lnomo sapiens] 


Seq. No. 


313304 


beq. id 


xyt /UUo4z4oo. nl 


Method 


DT 7\ O rpV 

BliAb 1 A 


NCBI GI 


g2511533 


BLAST score 


147 


E value 


1 . Ue-09 


Match length 


y i 


-s identity 


44 


NCBI Description 


(AF008121) alpha-tubulm 2 [Eleusme indica. 


Seq. No. 


313305 


Seq. ID 


xyt 7 00342 4 95 .hi 


Method 


TDT 7\ O rnTvT 
bllAbiN 


NCBI GI 


g4507780 


BLAST score 


43 


E value 


4.0e-15 


Match length 


59 


% identity 


93 



complete cds 



NCBI Description 



Homo sapiens ubiquitin-conjugating enzyme E2G 2 (homologou 
to yeast UBC7) (UBE2G2 ) mRNA, and translated products 
>gi_3004.908_gb_AF032456_AF032456 Homo sapiens ubiquitin 



44781 



conjugating enzyme G2 (UBE2G2) mRNA, complete cols 



Q s-\ r*r K\n 

oeq. i-Nu • 


JlJJUD 


Seq. ID 


xyt700342511.hl 


Method 


BLASTX 




g4t U Oj / 4 0 


"RT 7\ C T 1 opnra 




E value 




riaucn j_engi.n 


y ^ 


% identity 


A Q 

4i y 


NCoX Description 


vriuuuDooij nypouneuicai pruuexn [iiirajjxciopoio uxicixxciiici j 






Seq. ID 


xyt700342531.hl 


Method 


BLASTX 




yijjjo 


Dht\o i score 




E value 


z . ue-4U 


Match length 


yz 


% identity 


yi 


NCBI Description 


(U4zoUo) ciatnrm neavy cnain [biycme maxj 


beq. no. 


jXjjUO 


Seq. ID 


xyt700342591.hl 


Method 


BLASTN 




«.c coo O 

go oozz 


dIjAoi score 


/ 0 


E value 


3 . Oe-34 


Matcn length 


/ y 


% identity 


99 


NCBI Description 


Rat gene for growth hormone (presomatotropin) 


beq. djo. 




Seq. ID 


xyt700342610.hl 


Method 


BLASTX 


NCBI bl 


giioiooi 


oju/ibi score 




E value 


o r\ ^ o 1 

o . 0e-<£l 


Match length 


DZ 


% identity 


87 


NCBI Description 


(X77569) calnexin [Zea mays] 


beq* No. 


jIjOIU 


oeq. ±u 




Method 


BLASTX 


NCBI GI 


g3913437 


BLAST score 


240 


E value 


9.0e-21 


Match length 


50 


% identity 


88 


NCBI Description 


PUTATIVE PRE -MRNA SPLICING FACTOR ATP-DEPENDENT RNA 



HELICASE >gi_1402875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613_ (X97970) 
RNA helicase [Arabidopsis thaliana] 

Seq. No. 313311 

Seq. ID xyt700342681.hl 



44782 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4140643 

51 

7.0e-20 

95 

88 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

313312 

xyt700342735.hl 

BLASTN 

g4104975 

176 

2.0e-94 

227 

93 

Homo sapiens ubiquitin-fusion degradation protein 2 (UFD2) 
mRNA, complete cds 



313313 1 

xyt700342751.hl 
BLASTX 
g322752 
140 

5.0e-09 
33 
73 

auxin-independent growth promoter 
>gi 559921 emb_CAA56570_ (X80301) axi 



Nicotiana tabacum 

1 [Nicotiana tabacum] 



313314 

xyt700342769.hl 

BLASTX 

g3319741 

196 

2.0e-15 

96 

50 

(AL031035) hypothetical protein SC6A9.22c [Streptomyces 
coelicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



313315 

xyt700342802.hl 

BLASTN 

gl304103 

167 

3.0e-89 

179 

98 

Human mRNA for basigin, 
313316 

xyt700342820.hl 

BLASTX 

g4539660 

145 



complete cds 



44783 





E value 


1 . ue— u y 




jxiaLcn lengtn 


OU 




% identity 


/I ""7 




NCBI Description 


vArUoizoZ; poiyprotem toorgnuiu 




Seq. No. 


Jl OOl / 




oeq. lu 


xy l. / uvj^zo / *± .111 




jxie unoQ 


"RT ZIQTY 
15 J_iriO X A 




NCBI GI 


g3702342 




BLAST score 


211 




E value 


4 . ue— 1 / 




Match length 


00 




% identity 


bo 




NCBI Description 


lAL^uuooy/j nypo unencai proiem 




Seq. No. 






oeq. ijj 








I51lH.O 1 A 


o 




gzi ou u / 3 




hJiiAbi score 


loo 




E value 


0 . ue— uy 




Match length 


27 


GJ 


% identity 


96 




NCBI Description 


f ructose-bisphosphate aldolase 


L..J 




cytosolic — rice >gi 786178 dbj 


Li 




C-l [Oryza sativa] >gi 790970_dt 


in 




aldolase C-l [Oryza sativa] 


■1ST ~ 


Seq. No. 


313319 




Seq. ID 


xyt /uUo4zooj. nl 


o 


Method 


t)T 71 cqiV 

bliAbl A 




NCBI GI 


g3337361 




BLAST score 


209 




E value 


0 a ^ on 




Matcn lengrn 


Q 1 

ol 


o 


% identity 


59 




NCBI Description * 


^ALUU44oi; anKyrin-11 jce protein 




Seq. No. 


313320 




beq. lu 


xy c. /uuo^zooo. ni 






oixrlO 1 A 




NCBI GI 


gl237102 




BLAST score 


285 




E value 


8.0e-26 




Match length 


79 




% identity 


72 



4.1.2.13) isoenzyme C-l, 
V08845_ (D50307) aldolase 
3AA08830 (D50301) 



NCBI Description 



(L40358) calmodul in-binding protein [Arabidopsis thaliana] 

>gi_1589171_prf 2210340A calmodulin-binding protein 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



313321 

xyt700342987.hl 

BLASTN 

g4502944 

185 

1.0e-100 
268 



44784 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

Homo sapiens collagen, type I, alpha 1 (C0L1A1) mRNA 
>gi_1418927_emb_Z74615_HSPPAHCO H. sapiens mRNA for 
prepro-alphal ( I ) collagen 

313322 

xyt700343055.hl 

BLASTN 

g2239259 

139 

1.0e-72 

147 

99 

Zea mays mRNA for cinnamoyl CoA reductase 
313323 

xyt700343115.hl 

BLASTX 

gll72754 

226 

5.0e-19 

52 
83 

PHOS PHORI BOS YLFORMYLGL YC I NAMI DINE CYCLO-LIGASE PRECURSOR 
(AIRS) (PHOSPHORIBOSYL-AMINOIMIDAZOLE SYNTHETASE) (AIR 
SYNTHASE) >gi_541885_pir JQ2256 

phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1) 

precursor - Arabidopsis thaliana >gi_289188 (L12457) 

5 1 -phosphoribosyl-5-aminoimidazole synthetase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313324 

xyt700343138.hl 

BLASTX 

gl064931 

316 

1.0e-29 

73 

82 

(X92965) cyelin A-like protein 



[Nicotiana tabacum] 



313325 

xyt700343156.hl 

BLASTX 

g4505135 

259 

1.0e-22 

86 

57 

midkine (neurite growth-promoting factor 2) 
>gi_127116_sp_P21741_MK_HUMAN MIDKINE PRECURSOR (NEURITE 
OUTGROWTH-PROMOTING PROTEIN) (MK) ( MI DGE S TAT ION AND KIDNEY 
PROTEIN) (AMPHIREGULIN-ASSOCIATED PROTEIN) (ARAP) (NEURITE 

OUTGROWTH-PROMOTING FACTOR 2) >gi_88156_pir JH0385 midkine 

precursor - human >gi_35087__emb_CAA38 908_ (X55110) neurite 
outgrowth-promoting protein [Homo sapiens] >gi_182651 
(M69148) midkine [Homo sapiens] >gi 188571 (M94250) 



44785 



retinoic acid inducible factor [Homo sapiens] 
>gi_219929_dbj_BAA01457_ (D10604) midkine [Homo sapiens] 



Seq. No. 


313326 


Seq. ID 


xyt700343159.hl 


Method 




NCBI GI 

X* X-/ -X. \*_J -X, 


a2781345 


J_?J_L_T.C> J. OUvlC 


947 


E value 


2 Oe-21 








fin 


NCBI Description 


(AC0031131 F2401 2 r Arahi rionsi <? th^lian^l 


Seq. No. 


313327 


Seq. ID 


xyt700343160.hl 






NCBI GI 

XHVX-/--1_ Jm. 


all43864 


DLiriU J. OUUlt! 


^9 Q 


E value 


3. Oe-31 


na LLIl _L tJilU HI 




o lucii i l i_ y 


? J. 






Sea. No 


313328 


Seq* ID 


xvt700343163 hi 


Method 


BLASTX 


NCBI GI 


g2673911 


BLAST score 


219 


E value 


3.0e-18 


Match length 


56 


% identity 


70 


NCBI Description 


(AC002561) putative squamosa-promoter binding 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



313329 

xyt700343175.hl 

BLASTX 

g2244996 

182 

8.0e-14 

81 
43 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

313330 

xyt700343178.hl 

BLASTX 

g4455302 

314 

2.0e-29 

74 

77 

(AL035528) putative protein [Arabidopsis thaliana] 
313331 

xyt700343205.hl 



44786 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 
g2088550 
157 

4.0e-83 
259 
91 

Human hereditary haemochromatosis region, 
protein gene, hereditary haemochromatosis 
RoRet gene, and sodium phosphate transporter 
complete cds 



histone 2A-like 
(HLA-H) gene, 
(NPT3) gene, 



313332 

xyt700343207.hl 

BLASTX 

g3522937 

169 

3.0e-12 

44 
64 

(AC004411) unknown protein [Arabidopsis thaliana] 
313333 

xyt700343209.hl 

BLASTX 

g3914083 

205 

2.0e-16 

86 
51 

MUTS2 PROTEIN >giJL652751_dbj_BAA17670_ (D90908) DNA 
mismatch repair protein MutS [Synechocystis sp.] 

313334 

xyt700343212.hl 

BLASTN 

gl633547 

246 

1.0e-136 

269 
98 

Human chromosome 12pl3 sequence, complete sequence [Homo 
sapiens] 

313335 

xyt700343214.hl 

BLASTX 

g4467124 

152 

3.0e-10 

75 
36 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
313336 

xyt700343295.hl 

BLASTX 

g3885336 



44787 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220 

3.0e-18 

96 

27 

(AC005623) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



313337 

xyt700343308.hl 

BLASTX 

g498643 

211 

4.0e-17 

46 

100 

(U10270) G-box binding factor 1 



313338 

xyt700343312.hl 

BLASTX 

gl572719 

303 

6.0e-28 

74 

74 

(U70135) PAST-1 



[Zea mays] 



[Drosophila melanogaster] 



313339 

xyt700343322.hl 

BLASTN 

g22171 

51 

7.0e-20 

59 

97 

Maize nuclear ARS3 DNA autonomously replicating in yeast 
313340 

xyt700343350.hl 

BLASTN 

g577818 

280 

1.0e-156 

288 

100 

Z.mays gene for H2B histone (gH2B4) 
313341 

xyt700343356.hl 

BLASTX 

gll84774 

434 

3.0e-43 

98 

87 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



44788 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313342 

xyt700343407.hl 

BLASTX 

g4544445 

372 

5.0e-36 

84 

87 

(AC006592) putative pyrophosphate — fructose 6-phosphate 
1-phosphotransf erase [Arabidopsis thaliana] 





"31 ^?4^ 






Method 


BLASTX 


NCBI GI 


g3779024 


biiiibi score 


o n n 
ZUU 


TP tt *^ Tit /*s 

Hj vaxue 


0 . US 10 


Matcn length 


Q A 


^ luenLiT-y 


0 1 


NCBI Description 


(AC005171) unknown protein 


beq. wo . 


oloo44 


OctJ. XL? 


xyt / uu j4 j*t*i d * ni 


Method 


BLASTX 


NCBI GI 


g2352427 


BLAST score 


167 


E value 


5.0e-12 


Match length 


87 


% identity 


43 


NCBI Description 


(AF004161) peroxisomal Ca-< 




[Oryctolagus cuniculus] 


Seq. No. 


313345 


Seq. ID 


xyt700343495.hl 


Method 


BLASTN 


NCBI GI 


g998429 


BLAST score 


142 


E value 


2.0e-74 


Match length 


196 


% identity 


99 



NCBI Description 



5348 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313346 

xyt700343511.hl 

BLASTX 

g4508069 

288 

4.0e-26 

92 

54 

(AC005882) 1224 6 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



313347 

xyt700343526.hl 
BLASTX 



44789 





NCBI GI 


gl514643 




BLAST score 


240 




E value 


1 . Oe-20 




JxLat.cn lengtn 


1 Q 




% identity 


54 




NCBI Description 


(^/Uoz4) FDRo-iiJce ABC transporter [bpiroaela polyrrnizaj 




Seq. No. 


313348 




beq. lu 


„ tt j. "7 a a q y| Q C C t_1 

xyt /UUJ4oooo. nl 




Method 


DT 7S. CTV 

BLAolA 




NCBI GI 


g2642156 




BLAST score 


191 




E value 


9 . Oe-15 




Match length 


OJ 




% identity 


45 




NCBI Description 


(AuuuoUUU) hypothetical protein [Araoidopsis tnalianaj 




Seq. No. 


313349 




beq. ID 


xyt /UUi4oo4o.nl 


■]Fs 


Metnod 


BLASTN 








iS 


BLAST score 


39 


■fn 


E value 


1.0e-12 


=4*5 


m jr _ i 7_ t |_ l 

Match length 


39 


n 


% identity 


1UU 




NCBI Description 


Gymnosiphon suaveolens 18S ribosomal RNA gene, partial 


Us 




sequence 


s 


Seq. No. 


313350 


|^ 


Seq. ID 


xyt/00343550 .hi 




Method 


T-> T TV o m V 

BLASTX 




NCBI GI 


g3915826 




BLAST score 


193 




E value 


2 . Oe-15 


z: 
kJ 


Match length 






% identity 


88 




NCBI Description 


DOS RIBOSOMAL PROTEIN L5 




Seq. No. 


313351 




Seq. ID 


xyt/00343594 .hi 




Metnod 


tjt i\n m\7 

BLASTN 




NCBI GI 


gl216497 




BLAST score 


105 




E value 


1.0e-52 




Match length 


109 




% identity 


A A 




NCBI Description 


Rattus norvegicus heat stable antigen CD24 mRNA, complete 






cds 




Seq. No. 


313352 




Seq. ID 


xyt700343602 .hi 




Metnoa 


BLASTN 




NCBI GI 


g4140643 




BLAST score 


129 




E value 


1.0e-66 




Match length 


143 




% identity 


49 



44790 



NCBI Description 



Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 


313353 


Seq. ID 


xyt700343621.hl 


rle uiiOCi 


-D-brlO i A 




yi jv / «j v *± 


jDiirt.01 score 




■ut vaxuc 


— ' ♦ W C JO 


Match length 


QQ 


Q- -I «-9 a it ~f- ~i 4*ir 

^ laeniiiy 


/ o 






Ocl^t IN (J ■ 




Seq. ID 


xyt700343641.hl 


Method 


BLASTN 








/ o 


E value 


y . ue— oo 


riaccn leny til 


1 A P 
1*± 0 


% identity 


Q Q 
00 


NCBI Description 


Zea mays starch branching < 




cds 


Seq. No. 


313355 


Seq. ID 


xyt700343672.hl 


Method 


nt 71 OrpVT 






BLAST score 


o o 
oo 


E value 


d . ue — 


Matcn length 


108 


% identity 


95 


jncjbi Description 


Zea mays 22— kDa alpha zein 


Seq. No. 


313356 


Seq. ID 


xyt700343693.hl 


Metnod 


"DT TV O rp\7 


MPDT PT 

INOol bl 


g^zzuoz / 


nijAbi score 


loo 


E value 


o . ue— lz 


Matcn lengtn 


c o 
oo 


% identity 


0 / 


jnudi Description 


^aijUoooo d ; putative protei] 


Seq. No. 


313357 


Seq. ID 


xyt700343702.hl 


Method 


BLASTX 


NCBI GI 


g!170606 


BLAST score 


307 


E value 


2.0e-28 


Match length 


97 


% identity 


61 



[Arabidopsis thaliana] 



( ae ) gene , complete 



complete sequence 



NCBI Description 



ADENYLATE KINASE, CHL0R0PLAST (ATP -AMP TRANSPH0SPH0RYLASE) 

>gi_629863_pir S45634 adenylate kinase (EC 2.7.4.3), 

chloroplast - maize >gi_3114 421_pdb_lZAK_A Chain A, 
Adenylate Kinase From Maize In Complex With The Inhibitor 
PI, P5-Bis (Adenosine-5 1 -Jpentaphosphate (Ap5a) 



44791 




>gi_3xl4422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 

In Complex With The Inhibitor 

PI, P5-Bis (Adenosine-5 pentaphosphate (Ap5a) 



Seq. No. 


313358 


QA(~r TV) 


xvt700343717 hi 


Mpthnd 


BLASTX 


NTPRT C.T 




DJJiliJl OOUX7 


453 


TP TT ^3 T n/> 

Ej ValUo 




i v icitcii leiigtii 


ft Q 

O .7 




91 


WPRT np^rfi r>1" i on 


fAF03494 6} ubiauitin coniuaatina enzvme TZea mavsl 


Seq. No. 


313359 




wi-7nn^4^74n hi 

Ay L / Ji J I rx\J » iiX 


Mot" hnH 


RT.ASTX 

1 1 ) 1 J— 1 . 1 j_ z\ 






RT. A cpnrp 


197 


E value 




LYiai.cn lengtn 


y j 


■5 iu.eij.tity 


7 4 


jnoJdi uescription 


/ar*nnRin£\ ^9 1^x79 fi 14 riraKi H/m^c to f^ai i anal 

V-ri^U U3 1U O J IZOlN^U.l^ [fixaDlu.Qpo lib tnd.lld.Ild. J 


Seq. No. 


313360 


beq. lu 


XV t /4D. ni 


\A +- V> 


RT A CITY 


NCBI bi 




jDij/ioi score 


i4i y 


E value 


/ . ue-iu 


Match length 


yo 


15 iaeni.xty 






fAROIfiUfi^ KTAAn7Q E S nTni-Ain FRnmn <=:^ri"i t=n =1 1 


oeq. LNO ► 


jIjjOI 


Seq. ID 


xyt700343805.hl 


Method 


BLASTX 


iN^iSl ol 


go 0 d ,?o ou 




162 


Hj value 


9 no— 1 1 
z • ue 11 




7^ 


% identity 




jNUbJ. Description 


(AfUyooDoj acyi - protein tmoesterase l^o^o sapiens 




^>rr-l 4RQ1/11*3 qttiK r*ARAni 1 /ATO^I^QR^ H,Tftff^T^9 4 
->gi yjolfHj eitlD C/ltS^UlOo.l \±\Li\J3±£.yZ) ) u.UOOui\Z.*4 




^ d V— • _L ^J.U LC±11 LlliUCO LCJ.QOC j [_ LiKJLLKJ Ow^J-CllO J 


Seq. No. 


313362 


Seq. ID 


xyt700343853.hl 


Method 


BLASTN 


NCBI GI 


g3090700 


BLAST score 


155 


E value 


4.0e-82 


Match length 


159 


% identity 


99 



NCBI Description 



Homo sapiens chromosome 5, PAC clone 170ml0 (LBNL H89) , 
complete sequence [Homo sapiens] 



44792 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313363 

xyt700343858.hl 

BLASTX 

g479357 

267 

1.0e-23 

95 

51 

hypothetical protein 612 - maize transposon MuA2 
>gi__22375_emb_CAA44165_ (X62251) ORF [Zea mays] 



oeq • ino . 




Corr TP) 




Method 


BLASTX 


NCBI GI 


g729671 


BLAST score 


I/O 


E value 


& . ue-io 


Match length 


41 


% identity 


Q "3 
O O 


NCBI Description 


HISTONE H2A >gi 473603 (U08225) 


Seq. No. 


313365 


beq. ID 


xyt /uuo44Uuy.ni 


Method 


DT T\ nrpv 

dLAo 1 A 


NCBI GI 


g4581164 


BLAST score 


246 


E value 


3.0e-21 


Match length 


82 


% identity 


oU 


NCBI Description 


(AC006220) putative polyprotem 


Seq. No. 


313366 


Seq. ID 


xyt700344018 .hi 


Method 


DT 7\ C"PVT 

BLAolN 






BLAST score 


150 


E value 


4.0e-79 


Match length 


162 


% identity 


98 


NCBI Description 


Homo sapiens ribosomal protein ; 




>gi_984280_gb_U10248_HSU10248 Hi 




(humrpl29) mRNA, complete cds 


Seq. No. 


313367 


Seq. ID 


xyt700344029.hl 


Method 


BLASTX 


NCBI GI 


g3914056 


BLAST score 


165 


E value 


5.0e-12 


Match length 


56 


% identity 


55 



(RPL29) mRNA 



NCBI Description 



DNA MISMATCH REPAIR PROTEIN MSH2 >gi_2522362 (AF002706) 
MutS homolog 2 [Arabidopsis thaliana] >gi_2522364 
(AF003005) MutS homolog 2 [Arabidopsis thaliana] 
>gi_2547236 (AF026549) DNA mismatch repair protein MSH2 
[Arabidopsis thaliana] 



44793 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313368 

xyt700344038.hl 

BLASTX 

g3885519 

164 

1.0e-ll 

35 
94 

{AF084204) similar to ribosomal protein L32 [Medicago 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313369 

xyt700344041.hl 

BLASTX 

g3128168 

302 

8.0e-28 

93 

54 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

313370 

xyt700344055.hl 

BLASTN 

gl032183 

113 

5.0e-57 

143 

94 

H. sapiens CpG island DNA genomic Msel fragment, clone 
198dl, forward read cpgl98dl. ftla 

313371 

xyt700344065.hl 

BLASTX 

g4503117 

240 

8.0e-21 

50 

94 

cystatin B (stefin B) >gi_1706278_sp_P04080_CYTB_HUMAN 
CYSTATIN B (LIVER THIOL PROTEINASE INHIBITOR) (CPI-B) 
(STEFIN B) >gi_291927 (L03558) cystatin B [Homo sapiens] 
>gi_1235678 (U46692) cystatin B [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313372 

xyt700344066.hl 

BLASTX 

g4505193 

168 

2.0e-12 

41 

73 

membrane fatty acid (lipid) desaturase >gi_2232174 
(AF002668) MLD [Homo sapiens] 



44794 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313373 

xyt700344076.hl 

BLASTX 

g4454567 

171 

2.0e-12 

98 

40 

(AF128407) lipase homolog [Arabidopsis thaliana] 
313374 

xyt700344148.hl 

BLASTN 

g2564044 

34 

1.0e-09 

50 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 


313375 


Seq. ID 


xyt700344162.hl 


Method 


BLASTX 


NCBI GI 


g2511533 


BLAST score 


198 


E value 


1.0e-15 


Match length 


47 


% identity 


79 


NCBI Description 


(AF008121) alpha-" 


Seq. No* 


313376 


Seq. ID 


xyt700344177.hl 


Method 


BLASTX 


NCBI GI 


g2827715- 


BLAST score 


193 


E value 


5.0e-15 


Match length 


91 


% identity 


23 


NCBI Description 


(AL021684) recept- 



2 [Eleusine indica] 



[Arabidopsis thaliana] 



kinase - like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



313377 

xyt70G344251.hl 

BLASTX 

g2252844 

258 

1.0e-22 

83 
64 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 

313378 

xyt700344259.hl 

BLASTX 

g3193291 



44795 



BLAST score 


350 


E ; value 


2.0e-33 


ixia ten lengtn 


en 
y l 


^ identity 




JnudI Description 


(AFUbyz9o) Similar to UNA mismatch repair pr< 




Liirajjiuopsis unaiianaj 


oeq. No, 


oij j /y 




xyu / uujri^oz j .ni 


ric CXlvJCJ. 


Dliiio 1 IN 


NCBI GI 


g22324 


BLAST score 


96 


E value 


i . ue 4 o 




1 Q4 

_L ZJ *i 


% identity 


Q Q 
O 0 


ln^di uescj-iption 


Zi.mays nirUNii xor nzo nistone (Clone criZDZzi; 


Seq* No. 


o i o *3 o n 


oeq. lu 


xyt .ni 


Mat" Vi 


"RT ac™ 

DLi£\0 1 LN 




rrRf)7 770 


BLAST score 


40 


E value 


2.0e-13 


Match length 


/l Q 
4 O 


% identity 


y o 


NCBI Description 


Zea mays D3L H (+) -transporting ATPase (Mhal) 




cds 


Seq. No. 


313381 


oeq* iu 


xyt / UUo444Jd . nl 


jyjernoa. 




NCBI GI 


g4539660 


BLAST score 


189 


E value 


o . ue-^1 


ridL-tu Icily ull 


79 


% identity 


oy 


NUrsi Description 


(AF061282) polyprotem [Sorghum biColor] 


Seq. No. 


313382 


oeq. iu 


xyu /UUJ440U4 .ni, 




DT 7\ CrPV 
DU£\0 LA 


NCBI GI 


g2668744 


BLAST score 


345 


E value 


o . 0e-3o 


flif --j 4— /-*>«Vi T /-> 4— 

riatcn lengtn 


o4 


% identity 


97 


rjuni uescripuion 


(AF034 946) ubiquitin conjugating enzyme [Zea 


Seq. No. 


313383 


oeq. id 


xyt /UUo4 4o42. ill 




DT 7\ O TV 






BLAST score 


184 


E value 


5.0e-14 


Match length 


88 


% identity 


47 


NCBI Description 


(Z80226) ptrBa [Mycobacterium tuberculosis] 



gene, complete 



44796 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq'. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313384 

xyt700344611.hl 

BLASTX 

g4159682 

239 

3.0e-28 

95 

69 

(AB016930) Phosphatidylglycerophosphate synthase 
[Cricetulus griseus] 

313385 

xyt700344615.hl 

BLASTN 

g7109504 

56 

3.0e-23 

116 

88 

, complete sequence [Homo sapiens] 
313386 

xyt700344619.hl 

BLASTX 

g418134 

140 

9.0e-09 

49 

57 

ANTHRANI LATE SYNTHASE COMPONENT 1-2 PRECURSOR 

>gi_282854_pir S27752 anthranilate synthase (EC 4.1.3.27) 

alpha chain - Arabidopsis thaliana >gi_166606 (M92354) 
anthranilate synthase alpha subunit [Arabidopsis thaliana] 
>gi_3582331 (AC005496) anthranilate synthase [Arabidopsis 
thaliana] 

313387 

xyt700344662.hl 
BLASTX 
g2129709 
.152 
3.0e-10 
93 
39 

reverse transcriptase - Arabidopsis thaliana 
retrotransposon Tall-1 >gi_976278 (L47193) reverse 
transcriptase [Arabidopsis thaliana] 

313388 

xyt700344683.hl 

BLASTX 

g2961383 

194 

2.0e-15 

41 
85 



44797 



NCBI Description (AL022141) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313389 

xyt700344745.hl 

BLASTX 

g4056502 

281 

3.0e-25 

74 

73 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 



313390 

xyt700344757.hl 

BLASTX 

g306812 

301 

1.0e-27 

91 

74 

(J03817) glutathione transferase 



Ml [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



313391 

xyt700344794.hl 

BLASTN 

g397395 

86 

9.0e-41 

246 

98 

Z.mays MNBlb mRNA for DNA-binding protein 
313392 

xyt700344818.hl 

BLASTN 

g3638948 

284 

1.0e-159 

292 
99 

Homo sapiens PAC clone DJ1194E14 from 7p21, complete 
sequence [Homo sapiens] 

313393 

xyt700344838.hl 

BLASTN 

g3694843 

224 

1.0e-123 

270 

96 

Zea mays centromeric sequence similar to 
retrotransposon-like repeat CentA 

313394 

xyt700344851.hl 
BLASTN 



44798 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g21800 
102 

3.0e-50 

225 
78 

T.aestivum L mRNA for histone H2B 
313395 

xyt700344856.hl 

BLASTX 

g4314400 

239 

2.0e-20 

92 

49 

(AC006232) putative selenium-binding protein [Arabidopsis 
thaliana] 

313396 

xyt700344876.hl 

BLASTX 

g4510348 

231 

2.0e-19 

75 

60 

(AC006921) unknown protein [Arabidopsis thaliana] 
313397 

xyt700344893.hl 

BLASTX 

gl778374 

232 

2.0e-19 

79 

53 

(U81287) glycine-rich RNA-binding protein PsGRBP [Pisum 
sativum] 



Seq. No. 


313398 


Seq. ID 


xyt700344956.hl 


Method 


BLASTN 


NCBI GI 


g2114242 


BLAST score 


158 


E value 


1.0e-83 


Match length 


206 


% identity 


94 


NCBI Description 


Human (lambda) 


Seq. No. 


313399 


Seq. ID 


xyt700344960.hl 


Method 


BLASTX 


NCBI GI 


g70774 


BLAST score 


336 


E value 


9.0e-32 


Match length 


68 


% identity 


100 



DNA for immunoglobulin light chain 



44799 



NCBI Description 


nistone n4 tinuyi; - 




[Triticum aestivum] 


beq. wo. 


3134UU 


oeq. iu 


xyr /uuj^4y /y, m 






NCBI GI 


g710549 


BIjAST score 


141 


sL Value 


c Hcs— no 


rid. G (—11 ±cliy 


DZ 


% identity 


oz 


iNutix Description 


lii4UojZy anxyrm j 


Seq. No. 


313401 


oeq. iu 


xyt /Uuj4 ouiy . ni 


jxieTznoQ 


DT flOTY 

tJliAo 1 A 




rr1 1 79fi "36 


BLAST score 


362 


E value 


8.0e-35 


Match length 


70 


% identity 


94 


NCBI Description 


GTP-BINDING NUCLEAR 



[Mus musculus] 



small ras-related protein [Nicotiana tabacum] 



Seq. No. 


313402 


Seq. ID 


xyt700345043.hl 


Method 


BLASTX 


NCBI GI 


g3236240 


BLAST score 


274 


E value 


1.0e-24 


Match length 


85 


% identity 


62 


NCBI Description 


(AC004684) unknown protein [Arab: 


Seq. No. 


313403 


Seq. ID 


xyt700345044.hl 


Method 


BLASTN 


NCBI GI 


g902524 


BLAST score 


98 


E value 


3.0e-48 


Match length 


122 


% identity 


95 


NCBI Description 


Zea mays clone MubGlO ubiquitin ; 




complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313404 

xyt700345053.hl 

BLASTX 

g4263718 

406 

7.0e-40 

104 

66 

(AC006223) putative DNA topoisomerase III beta [Arabidopsis 
thaliana] 



Seq. No. 



313405 



44800 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xyt700345064.hl 

BLASTN 

g22469 

46 

4.0e-17 

105 
85 

Maize mRNA for cytoplasmic ribosomal protein Sll 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313406 

xyt700345117.hl 

BLASTN 

g2995603 

100 

2.0e-49 

120 

96 

Homo sapiens chromosome 17, 
sequence [Homo sapiens] 



clone hRPC.1110_E 20, complete 



Seq. No. 


313407 


Seq. ID 


xyt700345188.hl 


Method 


BLASTX 


NCBI GI 


gl770190 


BLAST score 


237 


E value 


3.0e-20 


Match length 


80 


% identity 


65 


NCBI Description 


(Y10162) cyclin-] 


Seq. No. 


313408 


Seq. ID 


xyt700345189.hl 


Method 


BLASTX 


NCBI GI 


g2129579 


BLAST score 


150 


E value 


5.0e-10 


Match length 


59 


% identity 


53 


NCBI Description 


Dwarfl protein - 




Dwarfl [Arabidopj 


Seq. No. 


313409 


Seq. ID 


xyt700345212.hl 


Method 


BLASTX 


NCBI GI 


gl!2994 


BLAST score 


154 


E value 


4.0e-22 


Match length 


65 


% identity 


89 


NCBI Description 


GLYCINE-RICH RNA- 



[Chenopodium rubrum] 



(012400) 



>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313__emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 



313410 



44801 



beq. ID 


xyt /uuo4ozio . nx 


Method 


DT 7\ OfV 
OliAb 1 A 


NCBI GI 


g3953478 


BLAST score 


145 


E value 


4 . Oe-12 


Mat cn lengrn 


o y 


% identity 


47 


NCBI Description 


(AC002328) F2202.23 [Arabidopsis thaliana] 


Seq. No. 


313411 


beq. ID 


xyt /(JUo4ozb/.hl 


Method 




NCBI GI 


g4588906 


BLAST score 


243 


E value 


5 . Oe-21 


Match length 


/ y 


% identity 


62 


NCBI Description 


(AF118149) ribosomal protein S7 [Secale cereale] 


Seq. No. 


313412 


beq. ID 


xyt /0UJ4o4z4.hl 


netnoa 


BliAblN 


NCBI GI 


gl68436 


BLAST score 


107 


E value 


3.0e-53 


Match length 


143 


% identity 


94 


NCBI Description 


Zea mays catalase (Cat3) gene, complete cds 


Seq. No. 


313413 


Seq. ID 


xyt700345447 .hi 


Metnoa 


BLASTX 


NCBI GI 


g4467110 


BLAST score 


463 


E value 


1.0e-46 


Match length 


94 


% identity 


89 


NCBI Description 


(AL035538) putative protein [Arabidopsis thaliana 


Seq. No. 


313414 


Seq. ID 


xyt 70034 55 15. hi 


Metnoa 


BLASTX 


NCBI GI 


g3600054 


BLAST score 


298 


E value 


3.0e-27 


Match length 


83 


% identity 


59 


NCBI Description 


(AF080120) No definition line found [Arabidopsis ■ 


Seq. No. 


313415 


Seq. ID 


xyt700345537.hl 


Method 


BLASTX 


NCBI GI 


g3335375 


BLAST score 


391 


E value 


3.0e-38 


Match length 


80 


% identity 


85 



44802 



NCBI Description 



(AC003028) putative amidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313416 

xyt700345709.hl 

BLASTX 

g421929 

502 

4.0e-51 

102 
14 

ubiquitin 
ubiquitin 



- tomato >gi_312160_emb_CAA51679_ 
[Lycopersicon esculentum] 



(X73156) 



313417 

xyt700345760.hl 

BLASTN 

g2618602 

33 

2.0e-09 

77 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone 



313418 

xyt700345843.hl 

BLASTX 

g2244915 

147 

1.0e-09 

84 

38 

(Z97339) strong homology to reverse transcriptase 
[Arabidopsis thaliana] 



313419 

xyt700345853.hl 

BLASTX 

g3297816 

276 

1.0e-24 

92 

57 

(AL031032) putative protein 



[Arabidopsis thaliana] 



31342.0 

xyt700345866.hl 

BLASTX 

g3738302 

179 

2.0e-13 

51 
69 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidops 
thaliana] 



44803 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313421 

xyt700345889.hl 

BLASTX 

g2996096 

407 

3.0e-40 

81 

98 

(AF030517) translation elongation factor- 1 alpha; EF-1 
alpha [Oryza sativa] 



Seq- No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313422 

xyt700345926.hl 

BLASTX 

g452593 

221 

3.0e-18 

96 
42 

(D21814) ORF [Lilium longif lorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313423 

xyt700345928.hl 

BLASTN 

g4218027 

179 

2.0e-96 

223 

95 

Homo sapiens BAC clone RG442F18 from 2, complete sequence 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313424 

xyt700345939.hl 

BLASTN 

g6978315 

58 

5.0e-24 

122 

87 

Mus musculus histone deacetylase mHDA2 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313425 

xyt700345990.hl 

BLASTX 

g3927830 

213 

2.0e-17 

90 
56 

(AC005727) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



313426 

xyt700346012.hl 

BLASTX 

g3292849 

236 



44804 



E value 
Match length 
% identity 
NCBI Description 



4.0e-20 

49 

90 

(AJ007582) arginine methyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313427 

xyt700346018.hl 

BLASTX 

g4514559 

490 

7.0e-50 

92 

9 

(AB024004) KRAB-containing zinc-finger protein KRAZ1 [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313428 

xyt700346063.hl 

BLASTN 

g395071 

37 

1.0e-ll 

77 

87 

V.faba guanine nucleotide regulatory protein mRNA, 
CDS 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313429 

xyt700346102.hl 

BLASTN 

g2826899 

78 

5.0e-36 

230 

84 

Oryza sativa mRNA for DNA polymerase alpha catalytic 
subunit, complete cds 



Seq. No. 


313430 


Seq. ID 


xyt700346178.hl 


Method 


BLASTX 


NCBI GI 


g3461817 


BLAST score 


169 


E value 


2.0e-12 


Match length 


43 


% identity 


67 


NCBI Description 


(AC004138) unknown 


Seq. No. 


313431 


Seq. ID 


xyt700346243.hl 


Method 


BLASTX 


NCBI GI 


g585124 


BLAST score 


388 


E value 


1.0e-39 


Match length 


86 


% identity 


49 



44805 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



FIBULIN-1, ISOFORM D PRECURSOR >gi_1621019 (U01244) fibulin 
D [Homo sapiens] 

313432 

xyt700346262.hl 

BLASTN 

g57138 

71 

3.0e-32 

99 

93 

Rat mRNA for ribosomal protein S8 
313433 

xyt700346284.hl 

BLASTX - . 

g3024018 

221 

5.0e-29 

66 - * 

94 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034 943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313434 

xyt700346293.hl 

BLASTN 

g3925228 

40 

3.0e-13 

72 

89 

Zea mays peroxidase J 



gene, partial cds 



313435 

xyt700346306.hl 

BLASTX 

g4539463 

185 

4.0e-14 

83 
48 

(AL049500) putative protein [Arabidopsis thaliana] 
313436 

xyt700346327.hl 

BLASTN 

g3006211 

77 

2.0e-35 

109 

93 

Drosophila melanogaster (PI DS02368 (D205) ) DNA sequence, 
complete sequence [Drosophila melanogaster] 



44806 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313437 

xyt700346332.hl 

BLASTX 

g4512696 

199 

1.0e-15 

80 

53 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
313438 

xyt700346377.hl 

BLASTX 

g3184291 

331 

3.0e-31 

92 

72 

(AC004136) putative DNA polymerase III gamma subunit 
[Arabidopsis thaliana] 

313439 

xyt700346388.hl 

BLASTN 

gll85553 

39 

1.0e-12 

71 

51 

Zea mays glyceraldehyde-3-phosphate dehydrogenase (gpc2) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313440 

xyt700346422.hl 

BLASTX 

gl076777 

193 

5.0e-15 

51 
84 

protein H2A 
protein H2A 



- wheat >gi_5368 90_dbj_BAA07277_ (D38088) 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



313441 

xyt700346430.hl 

BLASTN 

g312178 

51 

7.0e-20 

115 

59 

Z.mays GapC2 gene 
313442 

xyt700346456.hl 

BLASTN 

g!69818 



44807 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

7.0e-20 

86 

91 

Rice 25S ribosomal RNA gene 
313443 

xyt700346477.hl 

BLASTX 

g3337361 

217 

6.0e-18 

52 
77 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
313444 

xyt700346559.hl 

BLASTX 

g3695385 

162 

2.0e-ll 

87 
41 

(AF096370) similar to Medicago truncatula MtN21 
(GB:Y15293) [Arabidopsis thaliana] 

313445 

xyt700346561.hl 

BLASTX 

g4107099 

148 

1.0e-09 

50 
60 

(AB015141) AHP1 
>gi_4156245_dbj_ 
thaliana] 



[Arabidopsis thaliana] 

_BAA37112__ {AB012570) ATHP3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313446 

xyt700346577.hl 

BLASTX 

g3135264 

171 

2.0e-12 

46 

78 

(AC003058) unknown protein 
313447 

xyt700346584.hl 

BLASTX 

g!209756 

258 

2.0e-29 

82 

79 



[Arabidopsis thaliana] 



44808 



NCBI Description 



(U43629) integral membrane protein [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313448 

xyt700346660.hl 

BLASTX 

g4539423 

163 

1.0e-ll 

62 
55 

(AL04 9171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313449 

xyt700346708.hl 

BLASTX 

gl23378 

292 

1.0e-26 

82 
76 

DNA-BINDING PROTEIN MNB1B (HMG1-LIKE PROTEIN) 

>gi_100886_pir S16670 high mobility group protein - maize 

>gi_539062_pir B47150 DNA-binding protein MNBlb - maize 

>gi_22329_emb__CAA41220_ (X58282) high mobility group 
protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313450 

xyt700346720.hl 

BLASTX 

g4510395 

437 

1.0e-43 

101 

71 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313451 

xyt700346873.hl 

BLASTX 

g2252843 

235 

5.0e-20 

87 

51 

(AF013293) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313452 

xyt700346880.hl 

BLASTX 

gl431870 

168 

4.0e-12 

63 

48 

(U43904) ent-kaurene synthase B 



[Cucurbit a maxima] 



44809 



Seq. No. 




beq. id 


xy r. i UKJ3t±03 ± f . ni 


Method 


BLASTX 


NCBI GI 


g2760323 


BLAST score 


o o o 
zz 0 


E value 


4 . ue~i y 


Match length 


>I c 

4o 


% identity 


oil 


NCBI Description 


(ACUUzloU) rlJNzl 


beq. wo. 




oeq. ljj 


xy l /uuj^oyy^ *ni 


Method 


T2T AOTY 
bJj/ib 1A 


NCBI GI 


g4309698 


BLAST score 


344 


E value 




Match length 




£ identity 


9 / 


Nubi Description 


(aluuozdo) purar. 




thaliana] 


beq. No. 




beq. iu 


xyt /uuo4 /uiu.ni 


Method 


T-) t TV C rpv 

BLiASTX 


NCBI GI 


g4249404 


BLAST score 


193 


E value 


3 . Oe-15 


Match length 


bo 


% identity 


66 


NCBI Description 


(ACUUoU/z) putat. 




thaliana] 


Seq. No. 




beq. id 


xy u /uuj4 ni 


Method 


BLASTX 


NCBI GI 


g548774 


BLAST score 


269 


E value 


4.0e-24 


Match length 


50 


% identity 


98 



,8 [Arabidopsis thaliana] 



putative glucosyltransf erase [Arabidopsis 



putative nuclear protein SA-1 [Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



313457 

xyt7003 

BLASTX 

g321854 

223 

3.0e-39 

87 

98 

(AB0048 
>gi_321 
[Oryza 



47170. hi 
4 



13) alternative oxidase [Oryza sativa] 

854 6_dbj_BAA28773_ (AB004864) alternative oxidase 

sativa] 



44810 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313458 

xyt700347186.hl 

BLASTX 

g585771 

395 

8.0e-39 

84 

89 

MEIOTIC RECOMBINATION PROTEIN DMC1 HOMOLOG 

>gi_629874_pir JC2214 hypothetical 38. 3K protein, LIM15 - 

Trumpet lily >gi_431168_dbj_BAA04845_ (D21821) RAD51-like 
protein [Lilium longiflorum] 

313459 

xyt700347190.hl 

BLASTX 

g3047118 

206 

1.0e-16 

87 

49 

(AF058919) No definition line found [Arabidopsis thaliana] 
313460 

xyt700347191.hl 

BLASTX 

g2494625 

152 

3.0e-10 

62 
47 

HYPOTHETICAL PROTEIN KIAA0107 >gi_285951_dbj_BAA03497_ 
(D14663) KIAA0107 [Homo sapiens] 

313461 

xyt700347220.hl 

BLASTX 

g4056488 

176 

4.0e-13 

31 

90 

(AC005896) unknown protein [Arabidopsis thaliana] 
313462 

xyt700347223.hl 

BLASTX 

g2660670 

236 

2.0e-20 

64 

77 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



313463 

yd!700405355.hl 
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MpfhoH 




NCBI GI 


g22322 


BLAST score 


225 


V ttzz 1 no 
Hi VQl uc 


1 f)o-l 9 "3 


Ma t" c*Y\ 1 on nf~ h 




^ xUx2llUxuy 


QQ 


L<IV^DX UCOUJ L LJ L. X 11 


7. tti^vcj TTiRWA fnr H9R hi <;tnnp fnlnnp hW9R914^ 
tiiiuayo liLiMNri x ox nz, o nxonjiie ^oxuiitr OI1Z..DZ, x *± / 


oeq. wo. 


oi o;i £4 


Qorr TD 


\/H i7nndn c ;499 hi 


Mp'hhnri 

1— J. iUU 


DJjfliJ J. /\ 


NPRT (IT 


rrl 1 798*36 
y x x / ^- o j \j 


BLAST score 


408 


E value 


4.0e-40 


rid u Oil x Sliy LIl 


78 


9: i Honi - i t~\7 




jNutJX uescrxption 


(al r-DliNUlJNb JNUoliCjiiK rKUlfciI£\l KAJN-ril >gi 4ybZ/Z 




oiLLdXX xdo IcidUcU piOLclIl LDllCOLlalla UdDdCUlUj 


Q /-\ /T T\T A 

oeq. 1NO . 






yxtLL / UU^lOJ x / . iix 


Mpt"hriH 

11C LllUU 




NCBI GI 


gl477428 


BLAST score 


224 


TJ* tt2 1 n o 
Hj value 


q fio— 1 Q 


lictu on xcjiiyuii 


fil 
O X 


% identity 




NCBI Description 


(Ayybzoj alpna-tuDulm l [Horaeum vulgare] 


Seq. No. 


•31 ^ A CC 


cq/t t n 
oeq. lu 


yinx / uuziojz j.ni 


Mot"hnH 
I it3 L11UU 


JDXiflO J. A 


NCBI GI 


g4581156 


BLAST score 


155 


E value 


0 . ue — 1 / 


fid Loll xcliyLll 


DO 


Sr *i /~\ T™\ -4" t 4— t r 

t> laeniiry 


/ D 




^iiL/UUDyx;?; puL.at.xve pyruvate Kinase [AraDiQopj 


oeq. fsio • 






t rm+- 70091869^ hi 


fit; LI1UU. 


DiofiO 1 IN 


JNOIjx bi 


rr1 9 4 ^Q^ft 

giz4oyoo 


BLAST score 


35 


E value 


2.0e-10 


Mat" 1 Qn /tH - h 
rid Loll xdlyHl 




15 XClfcrllLX ty 


i nn 


jnodx Description 


raocic-z Deta=cnloriae channel C1C-2G isoform 




neart arriuni, mKNA f zyyy ntj 


oeq. jno. 


Ol DO 


QCU • XL/ 


\7TTiT-7nn91 ft 67R hi 

yitLL / UUtiOD / O *ilX 


Method 


BLASTX 


NCBI GI 


g2911052 


BLAST score 


404 


E value 


7.0e-40 


Match length 


84 



44812 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



93 

(AL021961) putative protein [Arabidopsis thaliana] 
313469 

ymt700218691.hl 

BLASTX 

g548774 

341 

2.0e-32 

65 
98 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

313470 

ymt700218729.hl 

BLASTN 

g22356 

107 

2.0e-53 

153 

93 

Maize mRNA for light-harvesting chlorophyll a/b binding 
protein LHCP 

313471 

ymt700218750.hl 

BLASTX 

g3142289 

383 

3.0e-37 

93 

76 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

313472 

ymt700218796.hl 

BLASTX 

g544076 

226 

6.0e-19 

83 
49 

COATOMER BETA 1 SUBONIT (BETA 1 -COAT PROTEIN) (BETA 1 -COP) 
(P102) >gi_298097_emb_CAA4 9900_ (X70476) subunit of 
coatomer complex [Homo sapiens] 

313473 

ymt700218817.hl 

BLASTX 

g2160692 

250 

9.0e-22 

62 

71 



44813 



NCBI Description 



(U73527) B T regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No* 


313474 


Seq. ID 


ymt700218830.hl 


Method 


BLAbTX 


NCBI GI 


g3810676 


BLAST score 


375 


E value 


z . Ue-oo 


Match length 


85 


% identity 


82 


NCBI Description 


/ 7\ TO O O O C H \ C TS~/~\T~> 

(AJz233o/) SKOR 


beq. no. 




Seq. ID 


ymt700218843.hl 


Method 


BLASTX 


NCBI GI 


gl20670 


BLAST score 


329 


E value 


4.0e-31 


Match length 


62 


% identity 


100 


NCBI Description 


GLYCERALDEHYDE : 



>gi_l 00 8 7 9_pir SO 68 7 9 glyceraldehyde-3-phosphat e 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 



Seq. No. 


313476 


Seq. ID 


ymt700218888.hl 


Method 


BLASTX 


NCBI GI 


g421809 


BLAST score 


193 


E value 


4.0e-15 


Match length 


82 


% identity 


46 


NCBI Description 


dnaJ protein homolog DnaJ-1 - 


Seq. No. 


313477 


Seq. ID 


ymt700218890.hl 


Method 


BLASTX 


NCBI GI 


g2935342 


BLAST score 


167 


E value 


5.0e-12 


Match length 


81 


% identity 


41 


NCBI Description 


(AF044216) steroid 22-alpha-h; 




[Arabidopsis thaliana] 


Seq. No. 


313478 


Seq. ID 


ymt700218936.hl 


Method 


BLASTX 


NCBI GI 


g4263721 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


79 


% identity 


48 



cucumber 



DWF4; CYP90B1 



NCBI Description 



(AC006223) putative DNA repair protein RAD50 [Arabidopsis 
thaliana] 



44814 



oeq, NO. 




beg. 1JJ 




Method 


BLASTX 


NCBI GI 


g729671 


rjj_LH.b i score 


9H9 


JL ValUc 


4 Pl<=>-1 £ 
*± . Uti ID 


Match length 


/I 9 

4z 


% identity 




ncbi Description 


nlblvJNrj riz/i >gi 4/ooUJ \UUozZOj nistone rlZ/i 


beg. no. 


^1 Qyi qa 
Jl04oU 


beg. lu 


yiiix. / uuzioy oz . ni 


Method 


BLASTN 


NCBI GI 


g22324 


Dii/ibi score 


110 

1 iz 


E value 


o . ue O D 


Match length 


z U4 


t> laeuLity 




NCBI Description 


Zt.niays iukna tor nzb nistone (clone cnznzzi; 


beg. no. 


"31 G 1 


beg. id 


yiciL. / uuz i yu4 u . ni 


Jxieunou 


rJliAb 1 A 


NCBI GI 


g3252856 


BLAST score 


185 


E value 


o . ue-14 


Match length 


OU 


% identity 


OZ 


NCBI Description 


(ArU^u4zoj giuramate uecarooxyiase isozynie 




tabacum] 


Seg. No. 


*3 1 OylQO 

olofloz 


Seg. ID 


ymt / uuz±yu4z . ni 


Method 


BLASTX 


NCBI GI 


g4512263 


BLAST score 


OCT 


Hi VaXUc 


z • ue jj 


Matcn lengtn 


O / 


% identity 




NuBl Description 


(ABUloozb) H+/caz+ excnanger z Lipomoea nil 


beg. no. 




beg. id 


yitiu / uuziyuoo «ni 


Method 


BLASTX 


NCBI GI 


g4544390 


BLAST score 


Ibz 


E value 


z . ue*~ii 


Match lengtn 


84 


% identity 


4z 


NCBI Description 


(AC007047) hypothetical protein [Arabidopsu 


Seg. No. 


313484 


Seg. ID 


ymt700219107.hl 


Method 


BLASTX 


NCBI GI 


g3236237 


BLAST score 


265 



1 [Nicotiana 



44815 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-23 

83 

61 

(AC004684) putative ribotol dehydrogenase [Arabidopsis 
thaliana] 

313485 

ymt700219108.hl 

BLASTX 

gl723953 

239 

2.0e-20 

77 

56 

MINICHROMOSOME MAINTENANCE PROTEIN 6 

>gi_2131619_pir S64219 hypothetical protein YGL201c - 

yeast (Saccharomyces cerevisiae) >gi_1322832_emb_CAA96913_ 
(Z72723) ORF YGL201c [Saccharomyces cerevisiae] 

313486 

ymt700219137.hl 

BLASTX 

g2257756 

227 

5.0e-19 

66 

70 

(U82815) nucleolar histone deacetylase HD2-p39 [Zea mays] 
>gi_3650466 (AF026917) histone deacetylase HD2-p39 [Zea 
mays] 

313487 

ymt700219144.hl 

BLASTX 

g3402697 

341 

2.0e-32 

87 

69 

(AC004261) putative phosphatidylinositol-4-phosphate 
5-kinase [Arabidopsis thaliana] 

313488 

ymt700219170.hl 

BLASTX 

g3152608 

371 

7.0e-36 

72 

93 

(AC004482) putative BELl-like homeotic protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



313489 

ymt700219207.hl 

BLASTX 

g4102600 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



462 

1.0e-46 

92 
92 

(AF013467) ARF6 [Arabidopsis thaliana] 
313490 

ymt700219252.hl 

BLASTX 

g2961375 

210 

5.0e-17 

50 

74 

(AL022141) NAM like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



313491 

ymt700219258.hl 

BLASTX 

g479357 



BLAST score 


267 


E value 


1.0e-23 


Match length 


82 


% identity 


bZ 


NCBI Descnptxon 


hypothetical protein 612 - maize 




>gi_22375_emb_CAA44165 (X62251) 


Seq. No. 


313492 


Seq. ID 


ymt7 002 19317 .hi 


Metnoa 


BLASTN 


MPRT (IT 


y JO Z 1 / OU 


BLAST score 


35 


E value 


1.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


313493 


Seq. ID 


ymt700219344.hl 


Method 


BLASTX 


NCBI GI 


g2047324 


BLAST score 


270 


E value 


4.0e-24 


Match length 


73 


% identity 


68 


NCBI Description 


(U80192) HAL3 homolog [Arabidops: 


Seq. No. 


313494 


Seq. ID 


yiat700219379.hl 


Method 


BLASTX 


NCBI GI 


g2244910 


BLAST score 


152 - 


E value 


3.0e-10 


Match length 


72 


% identity 


56 


NCBI Description 


(Z97339) unnamed protein product 



44817 



O \Z< \w| • 1«U • 


313495 


Seq. ID 


vmt700219426 hi 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


36 
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y in L- /vjvj^.x^i.jw .ill. 


Method 


BLASTX 

imi Linu x x x 


MfDT (IT 

inV/D± ox 




BLAST score 


317 


E value 


1.0e-29 


Match length 


64 


O _L LlCH I l uy 




NCBI Description 


GLUTATHIONE S-TRANSFERASE I (GST-I) (GST-29) fCLAi 








ma \/q 1 


CJon Mrs 
O e tJ > IN (J • 






\7mt70n?1 ^4^^ hi 


lie LilUU 


RT.A9TX 


NCBI GI 


g3786009 


BLAST score 


303 


TP Tra 1 n ^ 
JL Value 


4 flo— 9fi 


l v lct L. Oil ici iy L.11 


7ft 
/ o 


& n i^i T"i 4"~ -i "Htt 


79 
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\ri\*r\J\J J ^? f UllJvLlwWlI JJI. \J Lclil |_ cl JJ X UUp DlO LllCtX ICilla J 


ucC] . NO • 


Jl Jt; JO 




\7tnt7nn91 Q4^^ hi 


Mf^'h h r\rl 




NCBI GI 


g4589961 


BLAST score 


195 


£ value 


O fieri — 1 R 


lici i—oii -Lei ly Uil 


77 


S "i r1taTi+" "i 

^ xvj.eil L.JL L.y 






fAr^nfl7T nn ot«tt*i v' "H qi n r Zl V'i *! o -I o i'Vta 1 1 anal 
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Spo TD 

kJ CV^ • J- IV 


\/mt7nri91 Q4fi4 hi 
yiti l. / uuii^toi .iix 


Mpt hod 

lie Liiuu 


DUTliJ X A 


nprt 

LN k_/J_J -L Ul 


y /i. o / iiu j 


BLAST score 


281 


E value 


3.0e-25 


Ti/T 4— /~i i /m^ iir-^ 

riaUuil -LeiiCJL.n 


7 ^ 


O _L LiC J. i L. _L 1— j/ 


71 


iNursx Description 


iArujojioj uiir procease reguxarory suDunit uijrA 




rAfabi doi™)^ i ^ f 1 i ana 1 

L -T^X Cl hJ -L vAU^/J -L, O L.11CLXXCL1LCL j 


Seq. No. 


313500 


Seq. ID 


ymt700219503.hl 


Method 


BLASTX 


NCBI GI 


g2507281 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



270 

5.0e-24 

52 
98 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_1668706__emb_CAA66048_ 
(X97380) atran2 [Arabidopsis thaliana] 

313501 

ymt700219538.hl 

BLASTX 

g3776027 

216 

5.0e-18 

61 

72 

(AJ010475) RNA helicase [Arabidopsis thaliana] 
313502 

ymt700219553.hl 

BLASTX 

g4538947 

242 

5.0e-21 

74 

59 

(AL049483) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

313503 

ymt700219595.hl 

BLASTX 

gll6923 

174 

5.0e-13 

61 

61 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



313504 

ymt700219601.hl 

BLASTX 

gl498229 

266 

1.0e-23 

87 
62 

(X98743) RNA helicase 
313505 

ymt700219625.hl 

BLASTX 

gll72836 

359 

2.0e-34 



[Homo sapiens] 



44819 



Match length 

% identity 

NCBI Description 



70 
96 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_4 96272 (L16787) 
small ras-related protein [Nicotiana tabacum] 



Seq. No. 


313506 


oeq ■ iu 


rrmj-mnO'l Q££f| hi 
ylll l_ / UUil^DOu • 11 X 






NOrJl CjI 


rrO 1 Al A fl 4 

gz 14 / 4 a *t 


DT "ACT 1 o/^^vq 

dJjHoi score 




E value 


o . ue- zy 


Match length 


o u 


j«\ T"\ ^ T 4*17 

i& luentiLy 


/ 4 


in^di uebciipLioii 






homeobox protein 


Seq. No. 




oeq. id 


™f7nfl91 Q£Q1 hi 


Method 




NLbl bl 


g / 4 1 yo o 


BLAST score 


OCA 


E value 


1 . Oe-33 


Match length 


DO 


% identity 


inn 
1U U 


NCBI Description 


sucrose synthase:! 


Seq. No. 


313508 


Seq. ID 


yrrn: /uuziy/io. ni 


Method 


BLASTX 


NCBI GI 


™0 "7 AO CO Vl 


BLAST score 


268 


E value 


7 . Oe-24 


Match length 


/ U 


% identity 


/~ ^ 

OD 


NCBI Description 


\A£UjooioJ acetyl 1 


Seq. No. 


313509 


Seq. ID 


. ™. 4_ T A A O 1 ATI *7 U1 

ymt /uOzly/l/.nl 


Method 


TDT TV O rpv 


NCBI GI 


gl346251 


DiiAbi score 


iy4 


E value 


3 . Oe-15 


Match length 


61 


^> identity 


D / 


NCBI Description 


HISTONE H2B.4 >gi 




[Zea mays] 


Seq. No. 


313510 


Seq. ID 


ymt700219728.hl 


Method 


BLASTX 


NCBI GI 


g3687224 


BLAST score 


337 


E value 


6.0e-32 


Match length 


86 



- Phalaenopsis sp >gi_1173622 (U34743) 
[Phalaenopsis sp. 'hybrid SM9108 1 ] 



[Arabidopsis thaliana] 



577819 emb CAA49585 (X69961) H2B histone 



% identity 

NCBI Description 



73 

(AC005169) putative N-acetyl- gamma-glut amyl-phosphate 
reductase [Arabidopsis thaliana] 



44820 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313511 

ymt700219745.hl 

BLASTX 

gl945283 

260 

6.0e-23 

B5 

59 

(Y11351) myb factor [Oryza sativa] 
313512 

ymt700219760.hl 

BLASTX 

g3522942 

244 

5.0e-21 

59 
73 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
313513 

ymt700219767.hl 

BLASTX 

g3914019 

309 

1.0e-28 

61 
93 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_2305014 
(AF004317) S-adenosyl-L-methionine synthetase homolog [Musa 
acuminata] 

313514 

ymt700219818.hl 

BLASTN 

g!66548 

124 

2.0e-63 

192 

91 

Avena sativa vacuolar H+-ATPase 16 kDa proteolipid subunit 
(vatp-Pl) mRNA, complete cds 

313515 

ymt700219825.hl 

BLASTX 

gl731324 

230 

2.0e-19 

62 

74 

HYPOTHETICAL PROTEIN >gi_166306 (M23451) steroid receptor 
[Achlya ambisexual is] 



Seq. No. 



313516 



44821 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ymt700219870.hl 

BLASTX 

g2738248 

347 

3.0e-33 

87 
83 

(U97200) cobal ami n- independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313517 

ymt700219926.hl 

BLASTX 

g4033424 

334 

1.0e-31 

66 
100 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_266874 6 (AF034947) 
pyrophosphatase [Zea mays] 



xnorganrc 



Seq. No. 


313518 


Seq. ID 


ymt700219932.hl 


Method 


BLASTX 


NCBI GI 


g2589162 


BLAST score 


203 


E value 


3.0e-16 


Match length 


86 


% identity 


43 


NCBI Description 


(D88451) aldehyde oxidase [Zea mays] 


Seq. No. 


313519 


Seq. ID 


ymt700219986.hl 


Method 


BLASTX 


NCBI GI 


g4049342 


BLAST score 


184 


E value 


5.0e-14 


Match length 


79 


% identity 


46 


NCBI Description 


(AL034567) adenylate translocator (b: 



(brittle-1) -like protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313520 

ymt700220025.hl 

BLASTX 

g2213594 

320 

5.0e-30 

86 

66 

(AC000348) T7N9. 



14 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



313521 

ymt700220033.hl 

BLASTX 

g!172833 



44822 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



465 

5.0e-47 

85 

98 

GTP-BINDING NUCLEAR PROTEIN RAN-1 >gi_495729 (L16789) small 
ras-related protein [Arabidopsis thaliana] 
>gi_2058278_emb_CAA66047_ (X97379) atranl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



313522 

ymt700220077.hl 

BLASTX 

g95995 

196 

2.0e-15 

59 

64 

mrp protein - Escherichia coli >gi_42017_emb_CAA39316_ 
(X55791) put. ATPase [Escherichia coli] 



313523 

ymt700220078.hl 

BLASTN 

g!256711 

95 

3.0e-46' 

152 

97 

Zea mays O-methyltransf erase 



(OMT) gene, complete cds 



313524 

ymt700220093.hl 

BLASTX 

g3738257 

145 

9.0e-18 

61 

77 

(AB018410) cytosolic phosphoglycerate kinase 1 
nigra] 

313525 

ymt700220117.hl 

BLASTN 

g3821780 

36 

6.0e-ll 

45 

65 

Xenopus laevis cDNA clone 27A6-1 
313526 

ymt700220128.hl 

BLASTX 

g3786005 

311 

7.0e-29 



[Populus 



44823 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
43 

(AC005499) putative phosphoethanolamine 
cytidylyltransf erase [Arabidopsis thaliana] 

313527 

ymt700220130.hl 

BLASTX 

g3914056 

437 

1.0e-43 

90 
90 

DNA MISMATCH REPAIR PROTEIN MSH2 >gi_2522362 (AF002706) 
MutS homolog 2 [Arabidopsis thaliana] >gi_2522364 
(AF003005) MutS homolog 2 [Arabidopsis thaliana] 
>gi_2547236 (AF026549) DNA mismatch repair protein MSH2 
[Arabidopsis thaliana] 



Seq. No. 


313528 


Seq. ID 


ymt700220131.hl 


Method 


BLASTX 


NCBI GI 


g4406781 


BLAST score 


189 


E value 


1.0e-14 


Match length 


71 


% identity 


55 


NCBI Description 


(AC006532) putative Na+/H+ antiporter [Arabidopsis 




thaliana] 


Seq. No. 


313529 


Seq. ID 


ymt700220137.hl 


Method 


BLASTX 


NCBI GI 


g606811 


BLAST score 


273 


E value 


2.0e-24 


Match length 


57 


% identity 


45 


NCBI Description 


(U08401) carbonic anhydrase [Zea mays] 


Seq. No. 


313530 


Seq. ID 


ymt700220140.hl 


Method 


BLASTX 


NCBI GI 


g4589965 


BLAST score 


173 


E value 


1.0e-12 


Match length 


43 


% identity 


72 


NCBI Description 


(AC007169) putative glyoxalase II [Arabidopsis thai. 


Seq. No. 


313531 


Seq. ID 


ymt700220150.hl 


Method 


BLASTX 


NCBI GI 


g3702352 


BLAST score 


174 


E value 


5.0e-15 


Match length 


71 



44824 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

(AC005397) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

313532 

ymt700220159.hl 

BLASTX 

gl652678 

188 

1.0e-14 

55 

64 

(D90907) amidase [Synechocystis sp.] 
313533 

ymt700220203.hl 

BLASTN 

g3821780 

36 

6.0e-ll 

55 
53 

Xenopus laevis cDNA clone 27A6-1 
313534 

ymt700220218.hl 

BLASTX 

g 4454466 

193 

4.0e-15 

48 

71 

(AC006234) unknown protein [Arabidopsis thaliana] 
313535 

ymt700220236.hl 

BLASTX 

g2117937 

327 

8.0e-31 

70 

93 

UTP — glucose-l-phosphate uridyl yltransf erase (EC 2.7.7.9) 
barley >gi_1212996_emb_CAA62689__ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

313536 

ymt700220249.hl 

BLASTX 

g3445201 

230 

1.0e-19 

60 

73 

(AC004786) unknown protein [Arabidopsis thaliana] 



Seq. No. 



313537 



44825 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ymt700220261.hl 

BLASTN 

g22312 

71 

3.0e-32 

111 

91 

Maize ABA-inducible gene for glycine-rich protein ( 
abscisic acid) 



ABA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313538 

ymt700220314.hl 

BLASTX 

g4584527 

144 

3.0e-09 

88 

38 

(AL04 9607) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



313539 

ymt700220319.hl 

BLASTX 

g2392895 

267 

1.0e-23 

78 

63 

(AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] 

313540 

ymt700220321.hl 

BLASTX 

g4587533 

159 

2.0e-ll 

63 

52 

(AC007060) EST gb_AA721821 comes from this gene. 
[Arabidopsis thaliana]' 

313541 

ymt700220357.hl 

BLASTX 

g3413511 

313 

4.0e-29 

70 

89 

(AJ000265) glucose-6-phosphate isomerase [Spinacia 
oleracea] 

313542 

ymt700220433.hl 

BLASTX 

g!184774 



44826 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



285 

6.0e-26 

60 
92 

(U4585 6) cytosolic glyceroldehyde -3 -phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No* 


313543 


Seq. ID 


ymt700220449.hl 


Method 


BLASTX 


NCBI GI 


g4325342 


BLAST score 


194 


E value 


5 . Oe-15 


Match length 


101 


% identity 


47 


NCBI Description 


(AF128393) No definition 


Seq. No. 


313544 


Seq. ID 


ymt700220463.hl 


Method 


BLASTX 


NCBI GI 


g2494260 


BLAST score 


260 


E value 


9.0e-23 


Match length 


75 


% identity 


69 


NCBI Description 


ELONGATION FACTOR TO (EF- 




(D90913) protein synthes: 




[Synechocystis sp . ] 


Seq. No. 


313545 


Seq. ID 


ymt700220479.hl 


Method 


BLASTX 


NCBI GI 


g2959767 


BLAST score 


318 


E value 


5.0e-31 


Match length 


92 


% identity 


75 



NCBI Description 



(AJ002584) At MRP 4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glut athione-con jugate transporter AtMRP4 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313546 

ymt700220505.hl 

BLASTX 

gll43069 

158 

9.0e-15 

56 

75 

(U30600) 3-ketoacyl carrier protein synthase III [Allium 
porrum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



313547 

ymt700220507.hl 

BLASTX 

g3522943 

260, 



44827 



E value 


41 • ue—Zo 


jyiaucn lengtin 


OU 


Q, J _ J 4.,, 

^ identity 


A A 

44 


iNuoi Description 


(ACUU4411) putative p-glycoprotem [Arabidopsis thaliana] 


Seq. No. 


313548 


beq. lu 


ymt /UUz^Uooo . nl 




nLiAib i IN 


NCBI GI 


g4105124 


BLAST score 


202 


E value 


1 . ue— liu 


rJatcu j. en gun 


zoo 


% identity 


yo 


NCBI Description 


Zea mays cell wall invertase (incw4) gene, complete cds 


Seq. No. 


313549 


oeq. iu 


ymt /uuzzuoou .nl 


\fi +- V-t /~\ J-J 


nlotio IN 


NCBI GI 


g4138731 


BLAST score 


137 


E value 


3 . Oe-71 


riatcn lengxn 


its y 


% identity 


96 


NCBI Description 


Zea mays mRNA for proline-rich protein 


Seq. No. 


313550 


beq. ID 


ymt700220583 .hi 


Method. 


DT 7V C TV 

i3J_iAb IX 


JN^Dl ul 


gi boo i yo 


BLAST score 


166 


E value 


4.0e-12 


Matcn lengtn 




^ identity 


00 


NCBI Description 


(U74319) obtusifoliol 14-alpha demethylase CYP51 [Sorghum 




bicolor] 


Seq. No. 


313551 


beq. id 


ymt700220622 .hi 


~KA s~\ -f- Vi /"^/"J 

rictilUU 


T2T Tl CPV 

nliiibl A 


1N^/D1 


gioo4o / o 


BLAST score 


213 


E value 


2.0e-30 


Match length 




% identity 




NCBI Description 


(AB001338) Sucrose-Phosphate Synthase [Saccharum 




of f icinarum] 


Seq. No. 


313552 


Seq. ID 


ymt 700220 633 .hi 


jxiernou 


IDT 7\ c rn*v 




g4 ooo y yj 


DT 7V C T 1 

D-LiriO 1 SCOrc 


-i. U J 


E value 


3.0e-16 


Match length 


74 


% identity 


46 


NCBI Description 


(AL049481) putative host response protein [Arabidopsis 




thaliana] 



44828 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313553 

ymt700220657.hl 

BLASTX 

g2342685 

170 

2.0e-12 

63 

52 

(AC000106) Contains similarity to Rhodococcus amidase 
(gb_D16207). ESTs gb_T20504 , gb__H36650, gb_N97423, gb_H36595 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313554 

ymt700220682.hl 

BLASTN 

g862309 

45 

3.0e-16 

85 

88 

Rice G protein alpha-subunit 



(RGA1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313555 

ymt700220728.hl 

BLASTN 

g2431768 

37 

2.0e-ll 

111 

84 

Zea mays 
complete 



acidic ribosomal protein Pla (rppla) mRNA, 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



313556 

ymt700220730.hl 

BLASTX 

g4538911 

157 

9.0e-ll 

80 

44 

(AL049482) hypothetical protein 



313557 

ymt700220746.hl 

BLASTX 

g2598227 

333 

2.0e-31 

88 

76 

(AJ222585) AT-hook protein 



[Arabidopsis thaliana] 



1 [Arabidopsis thaliana] 



313558 

ymt700220832.hl 
BLASTX 



44829 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3929396 
158 

6.0e-ll 

90 
41 

HYPOTHETICAL 47.8 KD PROTEIN F57B9.5 IN CHROMOSOME III 
>gi_532824 (U13876) F57B9.5 gene product [Caenorhabditis 
elegans] 

313559 

ymt700220857.hl 

BLASTX 

g2244915 

144 

3.0e-09 

87 

34 

(Z97339) strong homology to reverse transcriptase 
[Arabidopsis thaliana] 

313560 

ymt700220866.hl 

BLASTX 

g2499114 

351 

2.0e-33 >v 

86 

77 

VACUOLAR ASSEMBLY PROTEIN VPS41 HOMOLOG >gi_1839240 
(U86663) aVps41p [Arabidopsis thaliana] 

313561 

ymt700220888.hl 

BLASTX 

g3600048 

162 

2.0e-ll 

69 

52 

(AF080120) similar to hypothetical proteins in 
Schizosaccharomyces pombe (GB:Z98533) and C. elegans 
{GB:Z48334 and Z78419) [Arabidopsis thaliana] 

313562 

ymt700220894.hl 

BLASTX 

g4006859 

155 

1.0e-10 

56 
54 

(Z99707) putative protein [Arabidopsis thaliana] 
313563 

ymt700220939.hl 

BLASTX 

g4468812 



44830 



BLAST score 


245 


E value 


4 . ue— 


ixia L.CI1 lengtn 


/ O 


% identity 


an 
o / 


NCBI Description 


^hliUjodui; pucat-ive protein 


Seq. No. 




beg. id 


ymr /uuzzuyoz .ni 


Method 


nj 7\ o TV 

dLAoia 


NCBI GI 


g3462349 


BLAST score 


143 


E value 


/ r\ _ Art 


Match length 


A 1 


% identity 


/l 


NCBI Description 


(Uobzo/J mtronic protexn Zb: 


Seq. No. 


313565 


oeq. iu 


ymt: / UUzzUyD4 . nl 


Method 


nT TV OT«V 




gi 1 DO OD4 


BLAST score 


280 


E value 


3.0e-25 


Match length 


84 


% identity 


56 


NCBI Description 


BETA-GALACTOSIDASE PRECURSOR 



[Drosophila melanogaster] 



(LACTASE) 

>gi_542198_pir S41889 beta-galactosidase (EC 3.2.1, 

garden asparagus >gi_452712_emb_CAA54525_ (X77319) 
beta-galactosidase [Asparagus officinalis] 



23) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313566 

ymt700220971.hl 

BLASTX 

g3913437 

231 

2.0e-19 

77 

61 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT 
HELICASE >gi_1402875_emb_CAA66825_ (X98130) RNA 
[Arabidopsis thaliana] >gi__14 95271_emb_CAA66613_ 
RNA helicase [Arabidopsis thaliana] 



RNA 

helicase 
(X97970) 



313567 

ymt700221045.hl 

BLASTX 

g3360289 

194 

3.0e-15 

50 
76 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



313568 

ymt700221077.hl 

BLASTX 

gl708059 



44831 



# 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



192 

3.0e-15 

77 

55 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR <GR) (GRASE) 

>gi_481593_pir S38908 glutathione reductase (NADPH) (EC 

1.6.4.2) - common tobacco (fragment) 

>gi_431955_emb_CAA53925_ (X76293) glutathione reductase 
(NADPH) [Nicotiana tabacum] 



Seq. No. 


313569 


beq. ID 


ymt /uuzziuyo.ni 


Method 


nr TV OTV 


NCBI GI 


g2182267 


BLAST score 


244 


E value 


2 . Oe-24 


Matcn length 


Q C 
00 


% identity 


61 


NCBI Description 


(L37359) lipoxygenase [Hordeum vulgare] 


Seq. No. 


313570 


Seq. ID 


ymt700221137 .hi 


Method 


BLASTX 


NCBI GI 


g3395436 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


84 


% identity 


38 


NCBI Description 


(AC004 683) unknown protein [Arabidopsis thaliana] 


Seq. No. 


313571 


Seq. ID 


ymt700221143.hl 


Method 


BLASTX 


NCBI bl 


go4ooiy D 


BLAST score 


401 


E value 


2.0e-39 


Match length 


87 


% identity 


76 


NCBI Description 


(AF067773) glutamyl-tRNA synthetase [Arabidopsis - 


Seq. No. 


313572 


Seq. ID 


ymt700221155.hl 


Method 


BLASTX 


NCBI GI 


g4467152 


BLAST score 


297 


E value 


1.0e-28 


Match length 


89 


% identity 


65 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



313573 

ymt700221210.hl 

BLASTX 

g4538961 

244 

3.0e-23 
81 



44832 



% identity 

NCBI Description 



67 

(AL049488) 
thaliana] 



isoleucine-tRNA ligase-like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313574 

ymt700221258.hl 

BLASTX 

g3123165 

204 

2.0e-16 

54 

59 

ZINC FINGER PROTEIN 183 >gi_2274982_emb_CAA66907_ 
ZNF183 [Homo sapiens] >gi_2341022 (AC002477) zinc- 
protein [Homo sapiens] 



(X98253) 
finger 



Seq. No. 


313575 


Seq. ID 


ymt700221343 -hi 


Method 


BLASTX 


NCBI GI 


gl890577 


BLAST score 


194 


E value 


3.0e-15 


Match length 


55 


% identity 


71 


NCBI Description 


(X93175) xyloglucan endotransglycosylase 




vulgare] 


Seq. No. 


313576 


Seq. ID 


ymt7 0022138 5 .hi 


Method 


BLASTX 


NCBI GI 


g4567304 


BLAST score 


189 


E value 


1.0e-14 


Match length 


90 


% identity 


44 


iNCol Description 


(AC005956) unknown protein [Arabidopsis 


Seq. No. 


313577 


Seq. ID 


ymt700221443.hl 


Method 


BLASTN 


NCBI GI 


g435678 


BLAST score 


43 


E value 


4.0e-15 


Match length 


87 


% identity 


87 


NCBI Description 


L.esculentum Mill (cv. Rutgers) mRNA for 




S25 


Seq. No. 


313578 


Seq. ID 


ymt700221479.hl 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


37 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete 



(XET) [Hordeum 



for ribosomal protein 



cds 



44833 





Sea No 


313579 




Sea. ID 


vmt700221596 h2 




Method 


BLASTX 




NCBI GI 


al68489 




BLAST score 


407 




E value 


4.0e-40 




Match length 


77 




o J.U.C1I lx uy 


1 no 




NCRT Dpsrri nti nn 








(M16901) glutathione S-transf erase I [Zea mays] 






>rr "i 9 9 S 4 S R -o-r-F 1 9 0 9 9 S 1 7\ l-ranflforaqo rrl nf afh-i r\-na> 

-^yx iijrt jo jjx x ijujjjin i — LaiibXcidbc; yiutatnxonc 






mays ] 




Sea No 


313580 

*J X -J <*J CJ u 




Seq. ID 


vmt700221616 hi 




Method 


BLASTX 




NCBI GI 


g4006921 




JDXJ.T10 X OUUiC 


3ft9 




1 up 






i v iai_cn xeng un 


y^ 


y 2 


is lasnuiuy 


/ / 


yy 


jnv^di Description 


(z.yy/uoj putative protein LAraoiaopsis tnaliana] 




Oc(j> LNO * 


jIjOoI 




Seq. ID 


\7mt7fl0991 f.0A hi 
y ail l. / Uvi^xoii • i i x 


Ms 


Method 


BLASTX 




NCBI GI 


g3540184 




DT 7\ Cnp c r~*r> y-Q 




is 


Hi v ctluc 


9 n»-i ^ 

^ * Uc 1 D 


H 


Mdtcn iengr.n 






t> xaennniy 


Ox 




wc^cx Description 


(AC004122) Similar to endoxylanases [Arabidopsis ■ 






•31 TCOO 




Qorr Til 
Oct}. lU 


ymi. /uuz^iD / u. ni 




Method 


BLASTX 




NCBI GI 


g4538911 




OLirliO X oUUX c 


^ ^ _7 




IT -ira 1 n£a 
iu vaxuc 


9 n^-i q 




"jxiaucn xengx.n 


c; q 

d y 




0 xuciiuxL y 


7^ 




iNutsi Description 


(ALU4y4«^) hypothetical protein [Arabidopsis thai: 




Ofsrr Ma 


O-t 9 CO O 




Dt=q. xu 


ym u /uuzzxoox .ni 




Method 


BLASTN 




NCBI GI 


g22320 




DXxri.O X oCUIc 


99 
jZ 




E value 


o . ue u y 




Match length 


4 U 




% identity 


95 




NCBI Description 


Maize HI mRNA for HI histone 




Seq. No. 


313584 




Seq. ID 


ymt700221726.hl 




Method 


BLASTX 



168491 



44834 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4559353 
385 

1.0e-37 

88 
85 

(AC006585) putative extragenic suppressor protein 
[Arabidopsis thaliana] 

313585 

ymt700221765.hl 

BLASTX 

g4263717 

343 

1.0e-32 

93 

71 

(AC006223) putative inositol polyphosphate 5-phosphatase 
[Arabidopsis thaliana] 



Seq* No. 


313586 


Seq. ID 


ymt700221766.hl 


Method 


BLASTX 


NCBI GI 


g2253278 


BLAST score 


144 


E value 


3.0e-09 


Match length 


44 


% identity 


70 


NCBI Description 


(AF0054 92) RF2a [Ory: 


Seq. No. 


313587 


Seq. ID 


ymt700221784 .hi 


Method 


BLASTX 


NCBI GI 


g4586053 


BLAST score 


275 


E value 


1.0e-24 


Match length 


86 


% identity 


66 


NCBI Description 


(AC007020) putative : 


Seq. No. 


313588 


Seq. ID 


ymt700221790.hl 


Method 


BLASTX 


NCBI GI 


g3786017 


BLAST score 


191 


E value 


8.0e-15 


Match length 


84 


% identity 


44 


NCBI Description 


(AC005499) putative ] 




membrane protein [Ar< 


Seq. No. 


313589 


Seq. ID 


ymt700221819.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


48 



44835 



% identity 

NCBI Description 



67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313590 

ymt700221847.hl 

BLASTX 

g!703129 

333 

2.0e-31 

63 

100 

ACT IN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313591 

ymt700221866.hl 

BLASTX 

g4406812 

277 

5.0e-25 

59 

81 

(AC006201) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313592 

ymt700221913.hl 

BLASTX 

g3128168 

233 

5.0e-20 

54 

74 

(AC004521) putative carboxyl- terminal peptidase 
[Arabidopsis thaliana] 

313593 

ymt700221930.hl 

BLASTX 

gl29916 

312 

7.0e-29 

72 

86 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302__ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



313594 

ymt700221950.hl 

BLASTX 

g2493131 

236 

4.0e-20 
50 



44836 





:?^± 


LNO-Dl UcotliptlUIl 


VAPnOT.AR ATP 9YWTPA3F ^TTRHNTT R T^OFORM 1 (V-ATPA^F! R 




OUDUiNll j *^y^- lO/lUO ILillOOZ; VaCUOlal AXiraoe 13 ouJJUIllC 




r U^T^Hdl TTTI T71 1 1 rraTol 

j_nOXQ.c3Uiu vuxyaicj 


beq. wo. 




Pan- Tf| 


yiuT. / uu^iij / z • ui 


Method 


r5J_i/ib 1 A 






nb/ibl score 


14 U 


E value 


d . ue~uy 


Match length 


32 


% identity 


84 


NCBI Description 


^aouuzoo / j nypoti.neT.icai procem [AraDiuopsis Lnananaj 




^>rr-i ^899916 i AF07 AQ A FTT ri\rahi HnnQ-i q tha 1 t ana 1 

J_ \ rvC U / _7 *i O / Till [nl aJJlUUpoXo L ila. _L -LdilCl J 




>gi 4jzZ4 / / go AAUibUoJ tA-cUo/Uioj aDnormai norai organs 




t->> rrii'D'i "n TA t <H cst g; T"Ha 1 i anal 
piutclll cii->lU.C/p£3lo uildllciila. j 


beq. wo. 




beq. lu 


ynir. / uuzz l^yo . ni 


rietnou 


RT AQTV 


NCBI GI 


g3522937 


BLAST score 


197 


E value 




Match length 


Do 


% identity 




NCBI Description 


(AC004411) unknown protein [Arabidopsis thaliana] 


Seq. No. 


olooy / 


beq. ±u 


yiiix- /uuzzzuio»ni 


jyiei-noa 


Oliiib 1 A 


NCBI GI 


g4559333 


BLAST score 


144 


E value 


o . ue — u y 


Match length 


7 1 

/ 1 


% identity 


42 


wur5i Description 


^iiuuu/uo/; unknown protein LAraDiaopsis unananaj 


beq. wo. 


o 1 o c no 


oeq. ijj 


yinx / uu^. £.£.kj j d . ni 


M/T>*f~ V» <H 


DliriO 1 A 


WLdi bl 


rrOI Q1 1 Q7 

gziyiio / 


BLAST score 


252 


E value 


5.0e-22 


Match length 


O d 

OU 


% identity 




NCBI Description 


(AF007271) contains similarity to a DNAJ-like domain 




[Arabidopsis thaliana] 


Seq. No. 


T1 T r A A 


beq. lu 


T7rn 4. n nno o o n q a hi 
yitir / uu^zzuod. nx 




JDlxfib 1 A 


NCBI GI 


g2649806 


BLAST score 


151 


E value 


4.0e-10 


Match length 


75 


% identity 


43 



44837 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



(AE001049) diaminopimelate decarboxylase (lysA) 
[ Archaeoglobus f ulgidus ] 

313600 

ymt700222121.hl 

BLASTX 

g3367522 

230 

6.0e-22 

85 

60 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



313601 

ymt700222154.hl 

BLASTX 

g3193306 

174 

8.0e-13 

89 
39 

(AF069300) contains similarity to Arabidopsis 
membrane-associated salt-inducible-like protein 
(GB:AL021637) [Arabidopsis thaliana] 

313602 

ymt700222159.hl 

BLASTX 

g4584527 

185 

3.0e-14 

71 

54 

(AL049607) putative protein [Arabidopsis thaliana] 
313603 

ymt700222166.hl 

BLASTX 

g477819 

194 

3.0e-15 

62 

63 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 

313604 

ymt700222169.hl 

BLASTX 

g4204303 

215 

8.0e-18 

43 



44838 



% identity 

NCBI Description 



91 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No* 


313605 


oeq. Lu 


yiriu / uuzzzi / o . ni 






"NT (TIT (~*T 


g4o jyoy4 




1 Q 1 ^ 


E value 


o . ue— io 


Match length 


o o 
oo 


3£r T /^S ir\ +- T 4~ T T 

t> laenLiuy 




\7PDT ri£io^r-l r-i+- i rsr\ 

1NUD1 ucoC/iiption 


vAijUooo^Dy putative protein 


Seq. No. 


313606 


oeq. id 


ymt / / b. nl 


JXIG LIIOU. 


RT QQTY 


NUbl hi 


_ yi cqcqt/; 

g4oooy / b 


dj_lh.oi score 


JlU 


E value 


d . Oe-29 


Match lengtn 


73 


% identity 


ID 


inudi Description 


lAuuuozo/) unKnown protein 


Seq. No. 


313607 


Seq. ID 


ymt700222180.hl 


Method 


BLASTX 


NCBI GI 


g2492511 


BLAST score 


208 


E value 


4.0e-17 


Match length 


61 


% identity 


67 


NCBI Description 


CELL DIVISION PROTEIN FTSH ] 



>gi_1652282_dbj_BAA17205_ (D90904) cell division protein 
FtsH [Synechocystis sp.] 



Seq. No. 


313608 


Seq. ID 


ymt700222207.hl 


Method 


BLASTX 


NCBI GI 


g2460251 


BLAST score 


342 


E value 


1.0e-32 


Match length 


84 


% identity 


76 


NCBI Description 


(AF0207 91) ferrochelatase [Hordeum vulgare] 


Seq. No. 


313609 


Seq. ID 


ymt700222232.hl 


Method 


BLASTX 


NCBI GI 


g3851003 


BLAST score 


246 


E value 


3.0e-21 


Match length 


48 


% identity 


96 


NCBI Description 


(AF069910) pyruvate dehydrogenase El beta subunit 




[Zea mays] 



44839 



oeq. lno • 


•31 fl 
JIJDIU 




\rm^l(\C\0 090Rl hi 




SDUr\iJ X LN 


NCBI GI 


g2589161 


BLAST score 


64 


E value 


i . ue~<£ / 




7£ 


% identity 


y d 




iicd. iiiayo XLixvLNri loi d.iu.eiiyu.e oxiaaSc/ coiripi©i,e cus 


oeq. NO, 


"51 1 




yitix. / uuiZZjJi • ni 




DXjriD 1 IN 


NCBI GI 


gl220422 


BLAST score 


193 


E value 


i * ue 1U4 




91 £ 


% luenuity 




lN"v-»XJ J. UCoUi ipLlUil 


tjca nidyo uuiquiuin ^iyiuiDXft ; itlklnh., o ena 


oeq. ino . 


OlOOl^ 


oeq. J-JJ 


T7mT-7nn999*5^l v^i 


nc Liiuu 


Dl_i.riO 1 A 


NCBI GI 


g3776005 


BLAST score 


271 


E value 


z . ue-^4 




01 


% identity 


100 


TvTfTST r^Acnv i t-\+- 4 r\Ti 

in^dx uescripi.ion 


lAUUiU4oo) KiNA neiicase [AraDiaopsis tnaiianaj 


oeq. No. 


Jl,3oli 


oeq. iu 


yiriL / uuz^/o4o. nx 


lie LIIUU 




1NL-.D1 *al 


nn QQ "3 




9 £^ 


iii value 




Match length 


64 


% identity 


78 


in^ioi uescripizion 


oUo KIdUoUMALi FKUlblN LI I, CHLOROPLAST PRECURSOR 




■^yi ^/yo^to pir KOoirii riDosoitiai protzem hi pre< 




spmacn >gi_^ioio_eiiiD CAAoyyoO (Xooolo) ribosomi 




liii [opmacia oieraceaj 


Seq. No, 


olool4 


oeq, iu 


,—-,4- n Art O O O "3 T "3 

yinr / uu^zzo / J. ni 






NCBI GI 


gl084481 


BLAST score 


327 


E value 


y . ue-oi 




Q1 


% identity 


/ 4 


NCBI Descrinti nn 


ilea u oiiUL-JS. LJiULcxii / \j nalic 


Seq. No. 


313615 


Seq. ID 


ymt700222404.hl 


Method 


BLASTN 


NCBI GI 


gl68406 



44840 





BLAST score 


61 




E value 


7.0e-26 




Match length 






? laenuiuy 


0 / 




NCBI Description 


Z.mays alcohol dehydrogenase (ADH-1 C-m allele) gene, 






complete cds 




beq. No. 






oeq. iu 


yiti t / uu^ZiOoi .ni 




Mot" Vi f~-i 
Lit: LllvJU 






NCBI GI 


g3747049 




BLAST score 


68 




E value 


j . ue— ou 




riaLcn lengtn 






% identity 


o o 
00 




N\sD± Description 


Zea mays ribosomal protein L26 mRNA, partial cds 




beq. jno. 






oeq. iu 


ynix / uuzzzoyj .ni 






D-urlo J. A 




NCBI GI 


g2443329 


■rf| 


BLAST score 


246 




E value 


J . ue-zl 


PJ 
If™ 


jxiatcn lengun 






% identity 


70 


f : 

I™ 


NObx Description 


(Dbol^z) Meiz-liJce protein [Aratnaopsis tnaliana] 




Seq. No. 


313618 


s 


beq. lu 


ymt /UuzzzdIo. nl 




Method. 


nltiib J. A 


p« 


NCBI GI 


g3250695 




BLAST score 


216 


El 


E value 


Q A*-* 1 O 

y . Ue-lo 




ixiaucn xenyxn 


OJ 




% identity 


53 




inudi Description 


(AL024486) putative protein [Arabidopsis thaliana] 




Seq. No. 


313619 




beq. lu 


ymt: / Uu^zzo4 / .nl 






TIT Zi OTY 




NCBI GI 


g3757523 




BLAST score 


198 




E value 


1 Art 1 C 

/ . Ue-i b 




Fiatcn lengtn 


oU 




% identity 


63 




NLbi Description 


(AC005167) putative transportin [Arabidopsis thaliana 




Seq. No. 


--\ -1 o /"A A 

313620 




beq. id 


ymt /uuzzzboo. nl 




Metnoa 


BLASTX 










BLAST score 


245 




E value 


4.0e-21 




Match length 


47 




% identity 


94 




NCBI Description 


(AC000104) F19P19.10 [Arabidopsis thaliana] 



44841 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313621 

ymt700222692.nl 

BLASTX 

g629792 

170 

1.0e-12 

39 
77 

cysteine proteinase - rice >gi_530335_emb_CAA56844_ 
(X80876) cysteine protease [Oryza sativa] 



Seq. No. 


313622 


Seq. ID 


ymt 7 0022 27 22 .hi 


Method 


BLASTX 


NCBI GI 


g4432828 


BLAST score 


248 


E value 


1 . Oe-21 


Match length 


83 


% identity 


55 


NCBI Description 


(AC006593) hypothetical protein [Arabidopsis 


Seq. No. 


313623 


Seq. ID 


ymt700222741.hl 


Method 


BLASTN 


NCBI GI 


g516553 


BLAST score » 


-'130 


E value 


5.0e-67 


Match length 


239 


% identity 


89 


NCBI Description 


Zea mays B73 cyclin IaZm mRNA, partial cds 


Seq. No. 


313624 


Seq. ID 


ymt700222763.hl 


Method 




NCBI GI 


g554565 


BLAST score 


459 


E value 


3.0e-46 


Match length 


87 


% identity 


100 


NCBI Description 


(M24889) glutathione S-transferase [Artifici 


Seq. No. 


313625 


Seq. ID 


ymt700222827.hl 


Method 


BLASTX 


NCBI GI 


gl053047 


BLAST score 


441 


E value 


4.0e-44 


Match length 


90 


% identity 


99 


NCBI Description 


(U38425) histone H3 [Glycine max] >gi 105304 



histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



313626 

ymt700222952.hl 

BLASTX 

g!076813 



44842 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



459 

3.0e-46 

90 

99 

initiator-binding protein - maize 
313627 

ymt700222964.hl 

BLASTX 

g4249382 

325 

2.0e-30 

91 

71 

(AC005966) Strong, similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis tha liana BAC 
gb_AC004481. [Arabidopsis thaliana] 

313628 

ymt700223014.hl 

BLASTX 

g3643598 

149 

6.0e-10 

42 
60 

(AC005395) putative poly(A) polymerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313629 

ymt700223029.hl 

BLASTN 

g4321977 

167 

4.0e-89 

199 

96 

Zea mays beta-amylase 



(Amy2) gene, complete cds 



313630 

ymt700223053.hl 

BLASTX 

g4580394 

195 

3.0e-15 

88 

49 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



313631 

ymt700223088.hl 

BLASTN 

g22292 

36 

2.0e-ll 
72 



44843 



% identity 88 

NCBI Description Z.mays mRNA for glycine-rich protein 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. JSIo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 



313632 

ymt700223103.hl 

BLASTX 

g400989 

177 

3.0e-13 

60 

55 

SOS RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR (CL24) 

>gi_322771_pir A45113 ribosomal protein L24 precursor - 

common tobacco >gi_170273 (M87838) ribosomal protein L24 
[Nicotiana tabacum] >gi_170324 (M87839) ribosomal protein 
L24 [Nicotiana tabacum] 

313633 

~ymt700223122.hl 
BLASTX 
g!706103 
220 

3.0e-18 

81 

54 

CLEAVAGE AND POL YADEN YLAT I ON SPECIFICITY FACTOR, 100 KD 

SUBUNIT (CPSF 100 KD SUBUNIT) >gi_1363022_pir A56351 

cleavage and polyadenylation specificity factor 100K chain 
- bovine >gi_599683_emb_CAA53535__ (X75931) Cleavage and 
Polyadenylation specificity factor (CPSF) lOOkD subunit 
[Bos taurus] 

313634 

ymt700223141.hl 

BLASTX 

g2244793 

229 

2.0e-19 

81 
51 

(Z97336) TMV resistance protein homolog [Arabidopsis 
thaliana] 

313635 

ymt700223164.hl 

BLASTN 

g2826899 

123 

8.0e-63 

275 
87 

Oryza sativa mRNA for DNA polymerase alpha catalytic 
subunit, complete cds 

313636 

ymt700223178.hl 
BLASTX 



44844 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4646206 
172 

1.0e-12 

51 

61 

(AC007230) Contains similarity to gb_D13630 KIAA0005 gene 
from Homo sapiens. ESTs gb_T45345, gb_T21086, gb_R90360, 
gb_T20468, gb_T45191 and gb_AI100459 come from this gene. 
[Arabidopsis thaliana] 

313637 

ymt700223181.hl 

BLASTX 

g477819 

270 

4.0e-24 

87 

59 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II , 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 

313638 

ymt700223209.hl 

BLASTX 

g3513727 

216 

8.0e-18 

63 
68 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358__emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

313639 

ymt700223211.hl 

BLASTX 

g3386620 

389 

4.0e-38 

81 

85 

(AC004665) hypothetical protein [Arabidopsis thaliana] 
313640 

ymt700223225.hl 

BLASTX 

g2130137 

304 

4.0e-28 

85 
73 

homeotic protein Hox2b - maize >gi_1143707_emb_CAA61910_ 



44845 



(X89761) Hox2b [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313641 

ymt700223236.hl 

BLASTX 

g4455326 

320 

5.0e-30 

75 

72 

(AL035525) putative protein [Arabidopsis thaliana] 
313642 

ymt700223246.hl 

BLASTX 

g2833460 

167 

5.0e-12 

54 

59 

RIBOFLAVIN-SPECIFIC DEAMINASE >gi_1001153_dbj_BAA10295_ 
(D64001) riboflavin biosynthesis protein [Synechocystis 
sp.] 

313643 

ymt700223252.hl 

BLASTX 

g3319355 

264 

4.0e-28 

85 

74 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

313644 

ymt700223264.hl 

BLASTX 

gl31770 

204 

2.0e-16 

54 
70 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844__ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

313645 

ymt700223302.hl 

BLASTX 

gl335862 

438 

8.0e-44 

89 

97 



44846 



NCBI Description (U42608) clathrin heavy chain [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313646 

ymt700223319.hl 

BLASTX 

g4455251 

255 

2.0e-22 

85 

66 

(AL035523) magnesium-protoporphyrin IX 
methyltransf erase-like protein [Arabidopsis thaliana] 

313647 

ymt700223366.hl 

BLASTX 

g2827666 

216 

1.0e-17 

83 
47 

(AL021637) hypothetical protein [Arabidopsis thaliana] 
>gi_2982429_emb_CAA18237_ (AL022224) hypothetical protein 
[Arabidopsis thaliana] 

313648 

ymt700223384.hl 

BLASTX 

gl350680 

326 

1.0e-30 

69 

87 

60S RIBOSOMAL PROTEIN LI 
313649 

ymt700223386.hl 

BLASTX 

g!22007 

145 

2.0e-09 

35 

83 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

313650 

ymt700223420.hl 

BLASTX 

g417570 

327 

9.0e-31 

87 
70 

DIHYDROOROTATE DEHYDROGENASE PRECURSOR (DIHYDROOROTATE 
OXIDASE) (DHODEHASE) >gi_47867 6_pir S23762 dihydroorotate 



44847 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



oxidase (EC 1.3.3.1) - Arabidopsis thaliana 
>gi_16449_emb_CAA44695_ (X62909) dihydroorotate 
dehydrogenase [Arabidopsis thaliana] 

313651 

ymt700223439.hl 

BLASTX 

g2708532 

149 

6.0e-10 

48 
54 

(AF029351) putative RNA binding protein [Nicotiana tabacum] 
313652 

ymt700223441.hl 

BLASTX 

g2500548 

154 

1.0e-10 

57 
54 

DIS3 PROTEIN HOMOLOG >gi_3873904_emb_CAA94 677_ (Z70718) 
predicted using Genefinder; Similarity to S.pombe mitotic 
control protein DIS3 (SW: DIS3_SCHP0) ; cDNA EST EMBL:D34017 
comes from this gene; cDNA EST EMBL:D37007 comes from this 
gene; cDNA EST EMBL:D67423 comes from this 



Seq. No. 


313653 


Seq. ID 


ymt700223535.hl 


Method 


BLASTX 


NCBI GI 


gl!27575 


BLAST score 


375 


E value 


2.0e-36 


Match length 


84 


% identity 


80 


NCBI Description 


(U33817) dhurrinase 


Seq. No. 


313654 


Seq. ID 


ymt700223582.hl 


Method 


BLASTX 


NCBI GI 


g2459441 


BLAST score 


149 


E value 


1.0e-15 


Match length 


86 


% identity 


46 


NCBI Description 


(AC002332) putative 




[Arabidopsis thaliai 


Seq. No. 


313655 


Seq. ID 


ymt700223593.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


37 


% identity 


100 



[Sorghum bicolor] 



44848 



NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313656 

ymt700223615.hl 

BLASTX 

g4454051 

203 

3.0e-16 

53 

60 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313657 

ymt700223706.hl 

BLASTX 

g4204304 

421 

8.0e-42 

78 

90 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



313658 

ymt700223759.hl 

BLASTX 

g4006900 

180 

1.0e-13 

67 

51 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
313659 

ymt700223771.hl 

BLASTX 

g4206209 

223 

1.0e-18 

69 

65 

(AF071527) putative glucan synthase component 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) 



glucan synthase component [Arabidopsis thaliana] 
313660 

ymt700223783.hl 
BLASTX 
g3819699 
327 

8.0e-31 

86 
74 

(AJ009609) BnMAP4K alpha2 [Brassica napus] 



[Arabidopsis 
putative 



Seq. No. 



313661 



44849 



Seq. ID 


ymt700223842.hl 


Method 


BLASTX 


NCBI GI 


al703012 


BLAST score 


186 


E value 


3.0e-14 


Match length 


81 


% identity 


48 


NCBI Description 


CYTOSOLIC PURINE 5 1 -NUCLEOTIDASE >gi 1079484 pir 




5 T -nucleotidase (EC 3.1.3.5) — human 




>ai 633071 dbi BAA07529 fD38524} 5 f -nucleotidase 




earn pn<?1 


Qprr Nn 


31366? 


Seq. ID 


ymt700223867 .hi 


Method 


BLASTX 


NCBI GI 


g4218120 


BLAST score 


246 


E value 


3.0e-21 


Match 1 pntrth 


73 


% identity 


63 


NPRT Dp9 r*T"i nt" "i nn 

IM \^ XJ -I- J—/ O J I_ \J \~ -L- W 1 X 


fAL03 I S3^SH Prnl lnp-ri rh APd-l -i kp nrnfpin rAr^hi rim 

^ mi u «j -j / nuiiiic -I Lull rtru uiu lcxii ^ .nx GLXy x IjLwj 




thaliana] 




31 3663 


Seq. ID 


vmt700223895 hi 


Method 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


478 


J-J V GIX LLO 


2 Oe-48 


Match 1 pnn"t~h 


89 


o luciiti Ly 


i nn 


NCBI Descri"Dtion 


(AJ0055991 alnha-tubnli n 1 rF.l emeH indical 


Cnrr Kin 


JiJODfi 


Seq. ID 


vmt 70022390 6. hi 


Method 


BLASTX 


NCBI GI 


g3075398 


BLAST score 


286 


F. va 1 hp 


6 Oe-26 


Match lpncrth 


71 


o j. uci i l. x _y 




NCBI Description 

J-"* V/ J—* -U J— ' ^ V-f JU X 1— X U 1 1 


( AC004 4 ft 4 1 i in If n own nrnf pi n T At a Inn Hnn<? i ^ f h^l l ansl 

\ \J \J t T (J *± / Lil 1 Wll ^iUUClll | > n,ICLiJ±UUpo.LO Llld-LXCLliO. J 


O C VJ a IN U * 


31 3fifiR 

O X -J U V *J 


Seq. ID 


vmt700223944 hi 


Method 


BLASTX 


NCBI GI 


g3935168 


BLAST score 


181 


J— > VCXXIX^ 


1 . 0e-13 


Match lencrth 


73 






NCBI Description 


fAC004557^ F17L21 11 FArabidoosis thalianal 


Seq. No. 


313666 


Seq. ID 


ymt700223951.hl 


Method 


BLASTX 


NCBI GI 


g3377851 



JC2436 



[Homo 



44850 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192 

6.0e-15 

80 
44 

(AF076274) contains similarity to ATPases associated with 
various cellular activities (Pfam: AAA.hmm, score: 155.05) 
[Arabidopsis thaliana] 

313667 

ymt700223967.hl 

BLASTX 

g3360291 

184 

5.0e-14 

90 
50 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 

313668 

ymt700223974.hl 

BLASTN 

g2326946 

233 

1.0e-128 

247 

99 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 
313669 

ymt700223977.hl 

BLASTX 

g2934902 

441 

4.0e-44 

92 
99 

(AF039304) cpSecY [Zea mays] 
313670 

ymt700224008.hl 

BLASTX 

g729671 

215 

4.0e-25 

87 

65 

HI STONE H2A >gi_473603 
313671 

ymt700224014.hl 
BLASTX 
gl653395 
344 

9.0e-33 
88 
76 



(U08225) histone H2A [Zea mays] 



44851 



NCBI Description 



(D90913) PET112 [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313672 

ymt700224084.hl 

BLASTX 

g3132477 

321 

4.0e-30 

85 

73 

(AC003096) unknown protein [Arabidopsis thaliana] 
313673 

ymt700224128.hl 

BLASTX 

g2506793 

200 

5.0e^l6 

78 

59 

KINES IN-LIKE PROTEIN OSM-3 >gi_1362570_pir S54351 kinesin 

osm-3 - Caenorhabditis elegans >gi_14 90195_dbj_BAA07 612_ 
(D38632) OSM-3 (kinesin protein) [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

: Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



313674 

ymt700224151.hl 

BLASTX 

g4585998 

174 

9.0e-13 

49 

69 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
313675 

ymt700224178.hl 

BLASTX 

g2827143 

195 

3.0e-15 

56 
64 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

313676 

ymt700224188.hl 

BLASTN 

g3821780 

35 

2.0e-10 

35 
100 

Xenopus laevis cDNA clone 27A6-1 
313677 

ymt700224189.hl 



44852 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3426039 

251 

7.0e-22 

78 

58 

(AC005168) 



unknown protein [Arabidopsis thaliana] 



313678 

ymt700224194.hl 

BLASTX 

g548774 

198 

1.0e-19 

55 

98 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156__ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 


313679 


Seq. ID 


ymt/O 02242 02 . hi 


Method 


BLASTX 


NCBI GI 


gJUbloUo 


BLAST score 


233 


E value 


9.0e-20 


Match length 


86 


% identity 


56 


NCBI Description 


(AB006074) topoisomerase III [Mus 


Seq. No. 


313680 


Seq. ID 


ymt700224213.hl 


Method 


BLASTN 


NCBI GI 


g747914 


BLAST score 


117 


E value 


3.0e-59 


Match length 


237 


% identity 


98 


NCBI Description 


Z.mays CaMl mRNA for calmodulin 


Seq. No. 


313681 


Seq. ID 


ymt700224254.hl 


Method 


BLASTX 


NCBI GI 


g3157949 


BLAST score 


248 


E value 


6.0e-22 


Match length 


85 


% identity 


67 


NCBI Description 


(AC002131) Similar to glucan endO' 



precursor gb_Z28697 from Nicotiana tabacum. ESTs gb_Z18185 
and gb__AA605362 come from this gene. [Arabidopsis thaliana] 

Seq. No. 313682 

Seq. ID ymt700224334 .hi 

Method BLASTX 

NCBI GI g2191152 

BLAST score 194 



44853 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-15 

67 
57 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 

313683 

ymt700224336.hl 

BLASTN 

g3821780 

37 

2.0e-ll 

37 
100 

Xenopus laevis cDNA clone 27A6-1 
313684 

ymt700224356.hl 

BLASTX 

gll3621 

451 

3.0e-45 

90 

98 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 


313685 


Seq. ID 


ymt700224371.hl 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


196 


E value 


2.0e-15 


Match length 


57 


% identity 


65 


NCBI Description 


(U91995) Argonaute protein [Arabidopsis 


Seq. No. 


313686 


Seq. ID 


ymt700224376.hl 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


389 


E value 


4.0e-38 


Match length 


80 


% identity 


91 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 481228 pir 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

313687 

ymt700224387.hl 

BLASTX 

g3559805 



44854 



# 



BLAST score 


178 


E value 


3.0e-13 


Match length 


33 


% identity 


85 


NCBI Description 


(AJ006787) putative 




thaliana] 




phytochelatin synthetase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313688 

ymt700224419.hl 

BLASTN 

gl857254 

37 

7.0e-12 

37 

100 

Zea mays transposon MuDRzc MURAZC (mudrAzc) 
(mudrBzc) genes, complete cds 



and MURBZC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313689 

ymt700224514.hl 

BLASTX 

g3377810 

261 

5.0e-23 

91 

58 

(AF076275) contains similarity to glutaredoxins 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313690 

ymt700224526.hl 

BLASTX 

g2344904 

192 

6.0e-15 

87 

46 

(AC002388) giberellin beta-hydroxylase isolog, 
[Arabidopsis thaliana] 



5 f partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313691 

ymt700224537.hl 

BLASTX 

g70774 

372 

6.0e-36 

84 

93 

histone H4 (TH091) ■ 
[Triticum aestivum] 



wheat >gi_170747 (M12277) histone H4 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



313692 

ymt700224549.hl 

BLASTX 

g2829910 

390 

4.0e-38 



44855 



Match length 

% identity 

NCBI Description 



96 
68 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Sea No . 


313693 


Seq. ID 


ymt700224559.hl 


Mol" Vi o H 

rlC U11UU 




SGBI GI ~ 


CT 3355717 




317 


ILi Val LiC 


a Oe-43 


Match length 


94 




94 


NCBI Description 


(Y13053) seryl-tRNA synthetase 


Seq. No. 


313694 


Sea ID 


vmt700224574 .hi 


Method 


BLASTX 


V^r J—J _L *0 J. 


a4376203 

U *3 / \J \J 


BLAST score 


167 


Hi V d_L LLC 


J • U C J. £. 






% identity 


55 


NCBI Description 


(U35226) putative cytochrome P- 




plumbagini folia ] 


Seq. No. 


313695 


Seq. ID 


ymt700224591.hl 


Method 


BLASTX 


NCBI GI 


g3551219 


BLAST score 


401 


E value 


2.0e-39 


Match length 


90 



[Nicotiana 



% identity 

NCBI Description 



73 

(AB012627) blue-light photoreceptor [Adiantum 
capillus-veneris] >gi_3551225_dbj__BAA32811_ (AB012630) 
blue-light photoreceptor [Adiantum capillus-veneris] 



Seq. No. 


313696 


Seq. ID 


ymt700224619.hl 


Method 


BLASTX 


NCBI GI 


g2213632 


BLAST score 


160 


E value 


3.0e-ll 


Match length 


50 


% identity 


60 


NCBI Description 


(AC000103) F21J9.24 


Seq. No. 


313697 


Seq. ID 


ymt700224681.hl 


Method 


BLASTX 


NCBI GI 


g4586246 


BLAST score 


151 


E value 


2.0e-21 


Match length 


75 


% identity 


62 


NCBI Description 


(AL04964 0) putative 



44856 



Seq. No. 313698 

Seq. ID ymt700224703.hl 

Method BLASTX 

NCBI GI g3292816 

BLAST score 218 

E value 5.0e-26 

Match length 81 

% identity 72 

NCBI Description (AL031018) putative fizzy-related protein [Arabidopsis 
thaliana] 

Seq. No. 313699 

Seq. ID ymt700224716.hl 

Method BLASTX 

NCBI GI gl22106 

BLAST score 251 

E value 8.0e-22 

Match length 53 

% identity 96 



NCBI Description HI STONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis % 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone, H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 313700 

Seq. ID ymt700224717.hl 

Method BLASTX 

NCBI GI g479413 

BLAST score 138 

E value 8.0e-09 

Match length 31 

% identity 84 

NCBI Description myosin-like protein - Arabidopsis thaliana 

Seq. No. 313701 

Seq. ID ymt700224721.hl 

Method BLASTX 

NCBI GI g3337350 

BLAST score 241 

E value 1.0e-20 V 

Match length 48 

% identity 90 

NCBI Description (AC004481) putative permease [Arabidopsis thaliana] 

Seq. No. 313702 



44857 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ymt700224793.hl 

BLASTX 

g3914996 

243 

5.0e-21 

72 

69 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi_1665831_dbj_BAA13640_ (D88541) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_2804260_dbj_BAA24441_ (AB010408) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_3367581_emb_CAA20033_ (AL031135) phosphoserine 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313703 

ymt700224804.hl 

BLASTX 

g3283026 

158 

7-0e-ll 

57 
60 

(AF051562) putative transposase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313704 

ymt700224851.hl 

BLASTX 

g2244740 

340 

3.0e-32 

86 

69 

(D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313705 

ymt700224868.hl 

BLASTX 

gl617219 

251 

7.0e-22 

87 
54 

(X99301) CPD photolyase [Arabidopsis thaliana] >gi_2984707 
(AF053365) type II CPD photolyase PHR1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313706 

ymy700282428.h2 

BLASTX 

g4204312 

150 

3.0e-10 

37 
81 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



44858 





O C ^ ■ 1 N W • 


313707 




Sea ID 


vmv7002824 61.h2 




Method 


BLASTX 




NCBI GI 


g3820531 




RT.AST qpnrp 


205 




F. va 1 np 

xj v u.^* 


2.0e-16 






58 




& i Henf" i 1~ V 


67 




IN^D X Uxz t> Ul J-fcJ L-_L\JJ.I 


/AF07?7^fi^ beta- 




Sen* Mn 


313708 




Sea TD 


vmv7002824 69 .h2 




1 V 1C L.I10C1 


dt z\sty 






CT 5484 92 

y U7 






373 




F, value 


6. 0e-47 




Match length 


103 




% identity 


89 




IN^Jj X UcoLiJ.pL.iUii 


FYOPOLYft AT, ACTOR* 






/(^AT.APTnRAN 1 4- 


01 




<^y-L D^jOjj pix 


CO 




>ai~*988379 emb ( 


...III 




mays ] 




Cprr Kin 


JX J t \J Zf 










Method 


BLASTX 




NCBI GI 


g3820531 




DJjnoi score 


94 ^ 




J_j V Cl X LiC 


5 fie-?1 




^ 4™ v^* r /^i y\ 4~- l^i 

lyiatcn -LencjTn 


D j 




9- n /""JcsT*! +- "1 4-Tf 

x> X\J.fc;I.LLx t_y 




o 


lnudx uescripLioii 






kJ " ^ . KJ . 


313710 




Seq. ID 


yne700378416.hl 




Method 


BLASTX 




NCBI GI 


gl082633 




BLAST score 


189 




E value 


8.0e-15 




Match length 


38 




% identity 


97 



PRECURSOR (EX0PG) (PECTINASE) 



(X64408) polygalacturonase [Zea 



NCBI Description 



Nascent polypeptide associated complex alpha chain - human 
>gi_556642_emb_CAA56869_ (X80909) Nascent polypeptide 
associated complex alpha subunit [Homo sapiens] >gi_4092060 
(AF054187) alpha NAC [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313711 

yne700378474.hl 

BLASTN 

g2738496 

100 

1.0e-49 

111 
98 

Homo sapiens putative oral tumor suppressor protein 



(doc-1) 



44859 



mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313712 

yne700378504.hl 

BLASTX 

g4558664 

140 

8.0e-13 

92 

11 

(AC007063) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313713 

yne700378616.hl 

BLASTN 

g3646133 

106 

9.0e-53 

162 

92 

Homo sapiens mRNA 
partial 



for putative Ca2+-transporting ATPase, 



Seq. No. 


313714 


Seq. ID 


yne700378654.hl 


Method 


BLASTX 


NCBI GI 


g3560557 


BLAST score 


220 


E value 


3.0e-18 


Match length 


48 


% identity 


92 


NCBI Description 


(AF053641) cellular apoptosis si 




sapiens] 


Seq. No. 


313715 


Seq. ID 


yne700378678.hl 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


44 


E value 


1.0e-15 


Match length 


209 


% identity 


85 


NCBI Description 


Zea mays 22-kDa alpha zein gene 


Seq. No. 


313716 


Seq. ID 


yne700378689.hl 


Method 


BLASTN 


NCBI GI 


gl83063 


BLAST score 


64 


E value 


1.0e-27 


Match length 


84 


% identity 


94 


NCBI Description 


Human glia-derived nexin (GDN) : 


Seq. No. 


313717 


Seq. ID 


-yne700378702.hl 


Method 


BLASTX 



end 



44860 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl648931 
260 

8.0e-23 

79 
66 

(X92428) HOX1B protein [Zea mays] 
313718 

yne700378730.hl 

BLASTN 

g4105701 

202 

1.0e-110 

278 

93 

Homo sapiens clone F19374 
sequence [Homo sapiens] 



APO E-C2 gene cluster, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. v 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



313719 

yne700378752.hl 

BLASTX 

g3193297 

159 

4.0e-ll 

44 

66 

(AF069298) similar to epoxide hydrolases [Arabidopsis 
thaliana] 

313720 

yne700378754.hl 

BLASTX 

g4138265 

434 

3.0e-43 

92 

77 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 

313721 

yne700378775.hl 

BLASTN 

g32106 

131 

1.0e-67 

251 
96 

Human gene for histone H1(0) 
313722 

yne700378915.hl 

BLASTN 

g902585 

35 

2.0e-10 
43 



44861 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Zea mays clone MubG9 ubiquitin gene, complete cds 
313723 

yne700378940.hl 

BLASTX 

g4538926 

309 

1.0e-28 

75 
79 

(AL049483) putative phosphatidylserine decarboxylase 
[Arabidopsis thaliana] 

313724 

yne700379054.hl 

BLASTX 

g4454484 

171 

1.0e-12 

48 

71 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 

313725 

yne700379096.hl 

BLASTX 

g3449282 

389 

5.0e-38 

92 

79 

(AB006139) phosphoribosylformimino-5-aminoimidazole 
carboxamide ribotide isomerase [Arabidopsis thaliana] 
>gi_3449284_dbj_BAA32457_ (AB008929) 
N T -5' -phosphoribosyl-f ormimino-5-aminoimidazole- 
4 -carboxamide ribonucleotide isomerase [Arabidopsis 
thaliana] >gi_4 510353_gb_AAD21442 . 1_ (AC006921) 
phosphoribosylformimino-5-aminoimidazole carboxamide 
ribotide isomerase [Arabidopsis thaliana] 

313726 

yne700379157.hl 

BLASTX 

g2286153 

221 

3.0e-18 

41 
98 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



313727 

yne700379321.hl 

BLASTN 

gl81179 

229 



44862 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-126 

272 
96 

Human cat heps in D mRNA, complete cds 
313728 

yne700379482.hl 

BLASTX 

gll8104 

303 

7.0e-28 

94 
68 

PEPT IDYL- PROLYL CIS-TRANS I SOME RASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

313729 

yne700379506.hl 

BLASTN 

gl648930 

51 

4.0e-20 

55 

98 

Z.mays mRNA for Hoxlb protein 
313730 

yne700379508.hl 

BLASTN 

g4467424 

108 

3.0e-54 

128 

96 

Homo sapiens PISSLRE gene, exons 8 to 



Seq. No. 313731 

Seq. ID yne700379549.hl 

Method BLASTX 

NCBI GI g4539660 

BLAST score 171 

E value 2.0e-12 

Match length 47 

% identity 72 

NCBI Description (AF061282) polyprotein [Sorghum bicolor] 

Seq. No. 313732 

Seq. ID yne700379559.hl 

Method BLASTN 

NCBI GI g4140643 

BLAST score 50 

E value 2.0e-19 

Match length 119 

% identity 80 



44863 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



313733 

yne700379583.hl 

BLASTN 

g2642323 

105 

3.0e-52 

113 

98 

Zea mays profilin (PR04) 



mRNA, complete cds 



313734 

yne700379596.hl 

BLASTN 

gl399085 

45 

1.0e-16 

101 

86 

Human ribosomal protein L23a mRNA, complete cds 
313735 

ypc700798774.hl 

BLASTX 

gl41605 

274 

1.0e-24 

67 
84 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

313736 

ypc700798794.hl 

BLASTX 

g2832246 

242 

6.0e-21 

59 
86 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 



313737 

ypc700798879.hl 

BLASTN 

g535019 

95 

4.0e-46 

199 

46 

Z.mays Zdl tandem genes for zein Zdl 



(19 kDa Zein) 



313738 

ypc700798990.hl 



44864 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g224513 

263 

3.0e-23 

85 

68 

zein M6 [Zea mays] 
313739 

ypc700799131.hl 

BLASTN 

g662367 

79 

8.0e-37 

79 

100 

Zea mays farnesyl pyrophosphate synthetase (fps) mRNA, 
complete cds 

313740 

ypc700799219.hl 

BLASTX 

g!931645 

241 

9.0e-21 

55 

85 

(U95973) Fe(II) transporter isolog [Arabidopsis thaliana] 
313741 

ypc700799235.hl 

BLASTN 

g3493042 

45 

9.0e-17 

45 

100 

Zea luxurians granule-bound starch synthase (waxy) gene, 
partial cds 

313742 

ypc700799355.hl 

BLASTX 

g2826900 

379 

7.0e-37 

85 
86 

(AB004461) DNA polymerase alpha catalytic subunit [Oryza 
sativa] 

313743 

ypc700799476.hl 

BLASTX 

g4126809 

159 

4.0e-ll 



44865 



Matcn lengizn 


AO 

4 Z 


% identity 


7 1 
/ 1 


wldi Description 


fZi.T3ni7fi4'^ al arrival 3<?p T rflru7fl 


Seq. No. 


jl j / 44 


beq. 1JJ 


\mr-7Pl07QQ478 hi 


Metnoa 


Dlifib 1 IN 


NCBI GI 


g!68700 


BLAST score 


74 


E value 




Match length 


i nn 

1UU 


% identity 


yo 


NCBI Description 


^.itiays zein in.r\i>fri/ ouiiipxyLe uuo 


Seq. No. 


313 /4o 


beq. iJJ 


ypc / uu / ^ jddo • iix 


TVyTy^ +- Vv /"\ 

ixieT,noa 


OXltiO 1 A 


WL-hSl bl 


gzt)UU4Z 


BLAST score 


294 


E value 


4.0e-27 


Match length 


0 / 


% identity 




NCBI Description 


tb4oDbo) endosperm AUf-giucose 




nomoiog— bnz [maize f repLiae raj 


Seq. No. 


313746 


Seq. ID 


ypc /uu/yyo/u.ni 


Method 


nT no fPTvT 


NCBI GI 


glooool 


BLAST score 


134 


E value 


2.0e-69 


Match length 


zUz 


% identity 


OO 


NCBI Description 


Maize 19 kDa zein mRNA, clone < 




>gi z/uooo go iujjjj bequence 


Seq. No. 


313 /4 / 


beq. ijj 


wr~ir«7nn7QQfi7 9 hi 
ypc / uu / _?.?o / z .xix 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


250 


E value 


8.0e-22 


Match length 


52 



542 aa] [Zea mays] 



8 from Patent US 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6__emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

313748 

ypc700799740.hl 

BLASTN 

g2370460 

61 

6.0e-26 

127 

89 

Sorghum bicolor^ mRNA for putative glycoprotein 



44866 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313749 

ypc700799777.hl 

BLASTN 

gl2158 

34 

8.0e-10 

58 
91 

Pea gpal gene for subunit A of chloroplast 
glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1. 



13) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313750 

ypc700799830.hl 

BLASTX 

gl41605 

327 

8.0e-31 

83 

82 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


313751 


Seq. ID 


ypc7007998 63 .hi 


Method 


BLASTX 


NCBI GI 


g2829870 


BLAST score 


314 


E value 


3.0e-29 


Match length 


81 


% identity 


69 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis 


Seq. No. 


313752 


Seq. ID 


ypc700800021.hl 


Method 


BLASTX 


NCBI GI 


g3779024 


BLAST score 


341 


E value 


8.0e-34 


Match length 


89 


% identity 


79 


NCBI Description 


(AC005171) unknown protein [Arabidopsis thai: 


Seq. No. 


313753 


Seq. ID 


ypc700800047.hl 


Method 


BLASTX 


NCBI GI 


g4539660 


BLAST score 


276 


E value 


7.0e-27 


Match length 


91 


% identity 


70 


NCBI Description 


(AF061282) polyprotein [Sorghum bicolor] 


Seq. No. 


313754 


Seq. ID 


ypc700800276.hl 


Method 


BLASTX 



44867 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl!74778 
248 

1.0e-21 

46 

100 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 (ORANGE PERICARP 1) 

>gi_320136_pir PQ0449 tryptophan synthase (EC 4.2.1, 

beta-1 chain - maize (fragment) >gi_168572 (M76684) 
tryptophan synthase beta-subunit [Zea mays] 



20) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313755 

ypc700800318.hl 

BLASTX 

g2498077 

166 

8.0e-12 

40 

85 

NUCLEOSIDE 
(PP18) >gi 



DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
1777 930 "(U55019) nucleoside diphosphate kinase 



[Saccharum officinarum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313756 

ypc700800430.hl 

BLASTN 

g949979 

66 

8.0e-29 

174 

89 



NCBI Description Z.mays Glossy2 locus DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313757 

ypc700800483.hl 

BLASTX 

g3892709 

196 

2.0e-15 

90 

48 

(AL033545) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313758 

ypc700800659.hl 

BLASTX 

gl35060 

194 

3.0e-15 

79 
86 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

( SHRUNKEN- 1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_2248 6_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 



Seq. No, 



313759 



44868 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ypc700800684.hl 

BLASTN 

g4185305 

118 

4.0e-60 

142 
96 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313760 

ypc700800724.hl 

BLASTX 

gl6073 

146 

6.0e-10 

39 

100 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313761 

ypc700801086.hl 

BLASTN 

gl68673 

138 

8.0e-72 

138 

100 

Maize 19 kDa zein mRNA, 



clone cZ19Bl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313762 

ypc700801123.hl 

BLASTX 

gl707642 

247 

2.0e-21 

67 

73 

(Y07748) TMK [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313763 

ypc700801148.hl 

BLASTN 

g4185305 

53 

2.0e-21 

104 

90 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 
Seq. ID 



313764 

ypc700801174.hl 



44869 



Mot - "h nH 


BLASTN 


NCBI GI 


gl68694 


BLAST score 


234 


T TTO 1 llfl 






256 


Q, -| /J A 4" T T7 

? laentiLy 


-7 O 




Maize gamma zein mRNA, partial cds 




313765 




ypc700801284.hl 


Jxletnoa 


JDlariO I IN 


NCBI GI 


g498741 


BLAST score 


56 


Ej ValUc 


3 . Oe-23 


lid L- on J.^iiy <_ n 


92 


^ laenuiT-y 






H.vulgare (pMaW25) mRNA for beta-ketoacyl-ACP synthas< 


o e q • in o . 


313766 


Qprr TO 


ypc700801343.hl 










BLAST score 


75 


E value 


3.0e-34 


A/T ^i 4" y~« 1 f~y^ f* 1 Vi 

i v iai_.cn jLeny uxi 




S: "i H an H~ t +* w 


97 


nux>-L Description 


7o3 Tna\rd roi'rni'T'^ncjnn^nn Cinful 5 T LTR and and orisier 




bindina site DNA secruence 


beq* ino. 


jlO / O / 


DtSq. 1U 


vnc-700801380 hi 


Method 


TXT SCTY 




rrQI ^fl 
y^ljQ DO 


BLAST score 


196 


E value 


2.0e-15 


Tk/T -7i +• /-* Vi "1 c^. y~\ n \~ V\ 

jyiaLcn ±eng lh 


j *± 




100 


INL^-Dl UcoOI ip 


hr^nrhi nrr pnzvme IT BEII TZea mavs , cultivar B73# 




endosperms, Peptide, 738 aa] 


beq. no • 


JiJ / DO 


Seq. ID 


ypc700801480.hl 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


336 


E value 


8,0e-32 



Match length 63 
% identity 100 

NCBI Description INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 313769 

Seq. ID ypc700801557.hl 

Method BLASTX 

NCBI GI g3645899 



44870 




BLAST score 


147 


E value 


1.0e-09 


Match length 


39 


% identity 


67 


NCBI Description 


(U68408) 5' end not determined experimentally [Zea mays; 


Seq. No. 


313770 


Seq. ID 


ypc700801630.hl 


Method 


BLASTX 


Nbbl bl 




BLAST score 


305 


E value 


3.0e-28 


Match length 


83 


% identity 


69 


NCBI Description 


(AC002409) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


313771 


Seq. ID 


ypc700801748.hl 


Method 


BLASTX 


JNCBi bi 


g4l loDoUo 


BLAST score 


186 


E value 


3 ,06-14 


Match length 


50 


% identity 


76 


NCBI Description 


(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 


Seq. No. 


313772 


Seq. ID 


ypc700801749.hl 


Method 


BLASTN 


VT/T5T T 

NbBI bl 


gotfiyo^ / 


BLAST score 


49 


E value 


9.0e-19 


Match length 


100 


% identity 


88 


NCBI Description 


Hordeum vulgare genomic DNA fragment; clone MWG0626.uni 


Seq. No. 


313773 


Seq. ID 


ypc700801896.hl 


Method 


BLASTX 


NCBI GI 


goloo2o4 


BLAST score 


185 


E value 


3.0e-14 


Match length 


60 


% identity 


58 


NCBI Description 


(AC003058) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


313774 


Seq. ID 


ypc700801954.hl 


Method 


BLASTX 


NCBI GI 


g463152 


BLAST score 


214 


E value 


9,0e-18 


Match length 


39 


% identity 


100 


NCBI Description 


(L29505) zein [Zea mays] >gi 1094858 prf 2106415A Met-. 



seed storage protein [Zea mays] 



44871 



^Seq. No. 313775 

Seq. ID ypc700802009.hl 

Method BLASTX 

NCBI GI gl€8699 

BLAST score 216 

E value 9.0e-30 

Match length 101 

% identity 75 

NCBI Description (M60836) zein [Zea mays] 

Seq. No. 313776 

Seq. ID ypc700802010.hl 

Method BLASTN 

NCBI GI gl68673 

BLAST score 97 

E value 2.0e-47 

Match length 185 

% identity 92 

NCBI Description Maize 19 kDa zein mRNA, clone CZ19B1, complete cds 

Seq. No. 313777 

Seq. ID ypc700802062.hl 

Method BLASTN 

NCBI GI g22528 

BLAST score 139 

E value 2.0e-72 

Match length 193 

% identity 95 

NCBI Description Zea mays mRNA encoding a zein (clone A20) 

Seq. No. 313778 

Seq. ID ypc700802273.hl 

Method BLASTN 

NCBI GI g22485 

BLAST score 121 

E value 5.0e-62 

Match length 125 

% identity 99 

NCBI Description Maize mRNA for sucrose synthase (EC 2.4.1.13) 

Seq. No. 313779 

Seq. ID ypc700802282.hl 

Method BLASTX 

NCBI GI gl00846 

BLAST score 208 

E value 7.0e-17 

Match length 43 

% identity 98 

NCBI Description 22K zein precursor (clone gZ22.8H3) - maxze 

>gi_22179_emb_CAA43399_ (X61085) 22 kD alpha-zein [Zea 
mays] 

Seq. No. 313780 

Seq. ID ypc700802340.hl 

Method BLASTN 

NCBI GI g459267 

BLAST score 120 



44872 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-61 

136 
98 

Z.mays gene for HMG protein 
313781 

ypc700802358.hl 

BLASTN 

gl68681 

212 

1.0e-116 

246 
54 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686__gb_I03333_ Sequence 8 from Patent US 

313782 

ypc700802565.hl 

BLASTX 

gl41613 

159 

4.0e-ll 

46 

74 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 



Seq. No. 


313783 


Seq. ID 


ypc700802570.hl 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


150 


E value 


4.0e-10 


Match length 


58 


% identity 


57 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


313784 


Seq. ID 


ypc700802636.hl 


Method 


BLASTN 


NCBI GI 


gl68669 


BLAST score 


60 


E value 


2.0e-25 


Match length 


72 


% identity 


96 


NCBI Description 


Maize 19 kDa zein mRNA, 


Seq. No. 


313785 


Seq. ID 


ypc700802688.hl 


Method 


BLASTX 


NCBI GI 


gll74448 


BLAST score 


154 


E value 


1.0e-10 


Match length 


51 


% identity 


53 


NCBI Description 


T RAN SLOCON -ASSOCIATED PR 



clone cZ19A2, partial cds 



ALPHA SUBUNIT PRECURSOR 



44873 



(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR- ALPHA) >gi_547391 (L32016) alpha- subunit; putative 
[Arabidopsis thaliana] 



Seq. No. 


313786 


Seq. ID 


ypc700802705.hl 


Method 


BLASTX 


NCBI GI 


g4056507 


BLAST score 


169 


E value 


3.0e-12 


Match length 


89 


% identity 


45 


NCBI Description 


(AC005896) putative RNA binding prote: 




thaliana] 


Seq. No. 


313787 


Seq. ID 


ypc700802734.hl 


Method 


BLASTX &' 


NCBI GI 


g4454464 ' 


BLAST score 


192 


E value 


6.0e-15 


Match length 


79 


% identity 


49 


NCBI Description 


(AC006234) unknown protein [Arabidops: 


Seq. No. 


313788 


Seq. ID 


ypc700802735.hl 


Method 


BLASTX 


NCBI GI 


g3540195 


BLAST score 


254 


E value 


3.0e-22 


Match length 


58 


% identity 


38 


NCBI Description 


(AC004260) Unknown protein [Arabidops: 


Seq. No. 


313789 


Seq. ID 


ypc700802845.hl 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


35 


E value 


1.0e-10 


Match length 


63 


% identity 


89 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19D1, 




>gi_270686_gb_I03333_ Sequence 8 from 


Seq. No. 


313790 


Seq. ID 


ypc700802849.hl 


Method 


BLASTX 


NCBI GI 


g2129932 


BLAST score 


308 


E value 


1.0e-28 


Match length 


67 


% identity 


78 


NCBI Description 


myb-related transcription factor TMH1 



[Arabidopsis 



complete cds. 
Patent US 



tomato 

>gi_1167486_emb_CAA64615_ (X95297) transcription factor 
[Lycopersicon esculentum] 



44874 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313791 

ypc700802941.hl 

BLASTX 

gl35060 

149 

4.0e-10 

29 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

( SHRUNKEN- 1) >gi_66570_j>ir YUZMS sucrose synthase (EC 

2 4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488__emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313792 

ypc700802952.hl 

BLASTN 

g22514 

64 

4.0e-28 

99 

92 

Maize Zcl gene for Zein Zcl {14 kD zein-2) 
313793 

ypc700802959.hl 

BLASTN 

g22537 

35 

8.0e-ll 

67 

88 

Maize mRNA for zein polypeptide (clone M6) 

313794 : 

ypc700802971.hl 

BLASTN 

g22387 

108 

3.0e-54 

121 

97 

Zea mays opaque-2 gene 
313795 

ypc700802991.hl 

BLASTX 

g3319340 

144 

2.0e-09 

32 

81 

(AF077407) contains similarity to E. coli cation transport 
protein ChaC (GB:D90756} [Arabidopsis thaliana] 



Seq. No. 



313796 



44875 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ypc700803071.hl 

BLASTN 

g22222 

240 

1.0e-132 

305 

95 

Z.mays ZSF4C4 gene for zein 
313797 

ypc700803090.hl 

BLASTX 

g2642158 

320 

7.0e-30 

97 

61 

(AC003000) hypothetical protein 



[Arabidopsis thaliana] 



313798 

ypc700803118.hl 

BLASTX 

g232033 

265 

1.0e-23 

58 

88 

ELONGATION FACTOR 1 BETA 1 >gi_479830_pir S35501 

translation elongation factor eEF-1 beta 1 chain - wheat 
>gi_218341_dbj_BAA02436_ (D13147) elongation factor 1 beta 1 
[Triticum aestivum] 

313799 

ypc700803296.hl 

BLASTX 

g3193333 

155 

1.0e-10 

74 

50 

(AF069299) contains similarity to breast cancer 
susceptibility (Brca2) [Arabidopsis thaliana] 

313800 

ypc700803361.hl 

BLASTX 

g2081612 

331 

3.0e-31 

83 

80 

(D49714) deltal-pyrroline-5-carboxylate synthetase [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 



313801 

ypc700803511.hl 
BLASTN 



44876 



# 



NCBI GI gl68669 

BLAST score 93 

E value 5.0e-45 

Match length 206 

% identity 94 , 

NCBI Description Maize 19 kDa zein mRNA, clone cZ19A2, partial cds 

Seq. No. 313802 

Seq. ID ypc700803512.hl 

Method BLASTN 

NCBI GI gl68681 

BLAST score 189 

E value 1.0e-102 

Match length 236 

% identity 95 

NCBI Description Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 

>gi_270686_gb_I03333_ Sequence 8 from Patent US 

Seq. No. 313803 

Seq. ID ypc700803635.hl 

Method BLASTN 

NCBI GI g3851000 

BLAST score 66 

E value 7.0e-29 

Match length 66 

% identity 100 ^ t , 

NCBI Description Zea mays pyruvate dehydrogenase El beta subtmit isof orm 2 

mRNA, nuclear gene encoding mitochondrial protein, complete 

cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313804 

ypc700803789.hl 

BLASTX 

g3176714 

150 

5.0e-12 

88 

48 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313805 

ypc700803834.hl 

BLASTX 

g3163946 

275 

1.0e-24 

54 

93 

(AJ005599) alpha-tubulin 1 



[Eleusine indica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



313806 

ypc700803839.hl 

BLASTX 

gl6073 

158 

2.0e-23 



44877 



Match length 


87 


% identity 


67 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


313807 


Seq. ID 


ypc700803882.hl 


Method 


BLASTX 


NCBI GI 


g.1143515 


BLAST qcore 


173 


E value 


5.0e-13 


Match length 


40 


% identity 


85 


NCBI Description 


(Z47078) Ser/Thr protein phosphatase homologous t< 




[Malus domestical 


Seq. No, 


313808 


Seq. ID 


ypc700803887.hl 


Method 


BLASTX 


NCBI GI 


a3292826 


BLAST score 


322 


E value 


2.0e-31 


Match length 


80 


% identity 


78 


NCBI Description 


(AL031018) hypothetical protein [Arabidopsis thai: 


Seq. No. 


313809 


Seq. ID 


ypc700803966.hl 


Method 


BLASTN 




yuu j j 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


37 


% identity 


100 


NCBI Description 


Z.mays mRNA gs2 for glutamine synthatase 


Seq. No. 


313810 


Seq. ID 


ypc700803989.hl 


Method 


BLASTX 


NORT GT 




BLAST score 


191 


E value 


8.0e-15 


Match length 


50 


% identity 


76 


NCBI Description 


(AF090447) 22-kDa zein protein 12 [Zea mays] 


Seq. No. 


313811 


Seq. ID 


ypc700804011.hl 


Method 


BLASTN 


KICRT GT 


n?8199 4? 


BLAST score 


33 


E value 


4.0e-09 


Match length 


37 


% identity 


97 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete 


Seq. No. 


313812 


Seq. ID 


ypc700804027.hl 



44878 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl41601 

212 

3.0e-17 

67 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 
>gi 82657 pir S03417 19K zein precursor (clone gZ19ABll) - 
maize >gi~22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 

313813 

ypc700804034.hl 

BLASTX 

g322870 

149 

4.0e-13 

50 
82 

glucose-l-phosphate adenylyltransf erase 
maize (fragment) 



(EC 2.7.7.27) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313814 

ypc700804067.hl 

BLASTN 

g22485 

85 

3.0e-40 

215 
93 

Maize mRNA for sucrose synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(EC 2.4.1.13) 



313815 

ypc700804137.hl 

BLASTX 

gll3621 

238 

2.0e-20 

53 

92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi 68196 pir ADZM fructose-bisphosphate aldolase (EC 
4.172.13)7 cyt^solic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

313816 

ypc700804182.hl 

BLASTX 

g2662343 

390 

3.0e-38 

78 

97 

(D63581) EF-1 alpha [Oryza sativa] 



44879 



# 



Seq. No. 313817 

Seq. ID ypc700804191.hl 

Method BLASTX 

NCBI GI g2832247 

BLAST score 327 

E value 6.0e-31 

Match length 84 

% identity 83 

NCBI Description (AF031569) 22-kDa alpha zein 10 [Zea mays] 

Seq. No. 313818 

Seq. ID ypc700804193.hl 

Method BLASTX 

NCBI GI g!68699 

BLAST score 332 

E value 2.0e-31 

Match length 7 8 

% identity 88 

NCBI Description (M60836) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313819 

ypc700804309.hl 

BLASTX 

g2444176 

137 

1.0e-08 

44 

64 

(U94782) unconventional myosin [Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313820 

ypc700804310.hl 

BLASTN 

g22542 

92 

2.0e-44 

171 

91 

Maize gene for Mr 19000 alpha zein and 5 1 -flanking region 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313821 

ypc700804327.hl 

BLASTX 

g2580499 

182 

6.0e-14 

44 
77 

(U67186) NADPH:ferrihemoprotein oxidoreductase 
[Eschscholzia californica] 



Seq. No. 313822 

Seq. ID ypc700804342.hl 

Method BLASTX 

NCBI GI g2589164 

BLAST score 141 

E value 3.0e-09 



44880 



Match length 


42 


% identity 


55 


NCBI Description 


(D88452) aldehyde oxidase-2 [Zea mays] 


Seq. No. 


313823 


Seq, ID 


ypc700804534.hl 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


249 


E value 


1.0e-21 


Match length 


69 


% identity 


75 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


313824 


Seq. ID 


ypc700804565.hl 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


34 


% identity 


94 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


313825 


Seq. ID 


ypc700804574.hl 


Method 


BLASTX 


NCBI GI 


a468515 


BLAST score 


192 


E value 


5.0e-15 


Match length 


53 


% identity 


75 


NCBI Description 


(X55726) zein [Zea mays] 


Seq. No. 


313826 


Seq. ID 


ypc700804627.hl 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


149 


E value 


2.0e-13 


Match length 


51 


% identity 


76 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi 100943 pir 




zein, 19K - maize >gi_2244 6_ernb_CAA3 7 65 1_ (X53582) 




zein [Zea mays] 


Seq. No. 


313827 


Seq. ID 


ypc700804651.hl 


Method 


BLASTX 


NCBI GI 


g!41603 


BLAST score 


221 


E value 


2.0e-18 


Match length 


48 


% identity 


90 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 



19 kDa 



>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi 22529 emb CAA24723 (V01476) zein [Zea mays] 



maize 



44881 



Seq. No. 313828 

Seq. ID ypc700804694.hl 

Method BLASTX 

NCBI GI g4204304 

BLAST score 275 

E value 1.0e-24 

Match length 49 

% identity ' 98 

NCBI Description (AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

Seq. No. 313829 

Seq. ID ypc700804712.hl 

Method BLASTX 

NCBI GI gl00846 

BLAST score 219 

E value 4.0e-18 

Match length 45 

% identity 98 t ^ 

NCBI Description 22K zein precursor (clone gZ22.8H3) - maize 

>gi_22179_emb_CAA43399_ (X61085) 22 kD alpha-zein [Zea 

mays] 

Seq. No. 313830 

Seq. ID ypc700804722.hl 

Method BLASTX 

NCBI GI g224507 

BLAST score 147 

E value 1.0e-09 

Match length 42 

% identity 79 

NCBI Description zein Al [Zea mays] 

Seq. No. 313831 

Seq. ID ypc700804771.hl 

Method BLASTX 

NCBI GI g4325342 

BLAST score 187 

E value 1.0e-15 

Match length 68 

% identity 68 

NCBI Description (AF128393) No definition line found [Arabidopsis thaliana] 

Seq. No. 313832 

Seq. ID ypc700804994.hl 

Method BLASTX 

NCBI GI g2827643 

BLAST score 272 

E value 2.0e-24 

Match length 72 

% identity 67 

NCBI Description (AL021636) predicted protein [Arabidopsis thaliana] 

>gi_3549641_emb_CAA06432_ (AJ005195) receiver-like protein 
4 [Arabidopsis thaliana] 

Seq. No. 313833 



44882 





ypc700805157.hl 


Mf^t" hod 


BLASTN 


NCBI GI 


g22514 


BLAST score 


157 


T tt a 1 no 
I1j VdlUc 


4 Oe-83 


Match lencrth 


221 




94 


MPR T Dp qpri nt i on 


Maize Zcl gene for Zein ! 


Qt^rr Ma 
OCLJ. IN U • 


313834 


q P rr TD 

O C <wj^ • 1U 


ypc700805215.hl 




BLASTX 


NCBI GI 


gl41605 


BLAST score 


154 


E value 


7.0e-15 


Match length 


68 


% identity 


73 


NCBI Description 


ZEIN- ALPHA PRECURSOR (19 



Zcl {14 kD zein-2) 



KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313835 

ypc700805354.hl 

BLASTX 

g2662341 

346 

4.0e-33 

68 

99 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313836 

ypc700805371.hl 

BLASTN 

g4416300 

151 

9.0e-80 

167 

49 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



313837 

ypc700805404.hl 

BLASTX 

g2213632 

214 

2.0e-17 

64 
59 

(AC000103) F21J9.24 
313838 

ypc700805506.hl 



[Arabidopsis thaliana] 



44883 



Method 


BLASTN 


MpDT (IT 


rr9a^99 A.7 


BLAST score 


129 


E value 


1.0e-66 


Match length 


197 


% identity 


91 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete 


Seq. No. 


313839 


Seq. ID 


ypc700805583.hl 


Method 


BLASTN 




rrA R ^QA^A 
y f± j j^Djy 


BLAST score 


54 


E value 


1.0e-21 


Match length 


165 


% identity 


44 


NCBI Description 


Sorghum bicolor 22 kDa kafirin cluster 


Seq. No. 


313840 


Seq. ID 


ypc700805654.hl 


Method 


BLASTX 




rr9 D £91 7 9 


BLAST score 


212 


E value 


3.0e-17 


Match length 


58 


% identity 


71 


NCBI Description 


(AC001645) unknown protein [Arabidopsis thaliana] 


Seq. No. 


313841 


Seq. ID 


ypc700805836.hl 


Method 


BLASTX 




gizuuz jy 


BLAST score 


224 


E value 


9.0e-19 


Match length 


49 


% identity 


78 


NCBI Description 


(X87690) GAMyb protein [Hordeum vulgare] 


Seq. No. 


313842 


Seq. ID 


ypc700805845.hl 


Method 


BLASTN 


NCBI GI 


g34 93574 


BLAST score 


58 


E value 


1.0e-24 


Match length 


86 


% identity 


96 


NCBI Description 


Homo sapiens lipoprotein receptor-related protein 



exons 80 through 89 and complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313843 

ypc700805919.hl 

BLASTN 

g22542 

55 

2.0e-22 

99 

89 



44884 



NCBI Description 



Maize gene for Mr 19000 alpha zein and 5' -flanking region 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313844 

ypc700805934.hl 

BLASTX 

gl41601 

207 

1.0e-16 

90 
83 

ZEIN-ALPHA PRECURSOR (19 KD) {CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313845 

ypc700805935.hl 

BLASTN 

g2828011 

38 

4.0e-12 

46 

96 

Zea mays starch synthase I precursor (Ssl) mRNA, nuclear 
gene encoding plastid protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313846 

ypc700805961.hl 

BLASTX 

g4164404 

207 

1.0e-16 

90 
49 

(AL035248) putative ubiquitin protein ligase 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313847 

ypc700805974.hl 

BLASTN 

g2832242 

111 

7.0e-56 

131 

11 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313848 

ypc700805988.hl 

BLASTX 

g!21472 

244 

2.0e-22 

85 

66 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 



44885 



>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517__emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi 168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


313849 


Seq. ID 


ypc700806037 .hi 


Method 


BLASTX 


NCBI GI 


g2791834 


BLAST score 


174 


E value 


4.0e-13 


Match length 


35 


% identity 


97 


NCBI Description 


(AF041463) elongation factor 


Seq. No. 


313850 


Seq. ID 


ypc700806050.hl 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


48 


E value 


2.0e-18 * 


Match length 


71 


% identity 


94 


NCBI Description 


Maize Zcl gene for Zein Zcl ( 


Seq. No. 


313851 


Seq. ID 


ypc700806092.hl 


Method 


BLASTX 


NCBI GI 


gl00938 


BLAST score 


234 


E value 


8.0e-20 


Match length 


55 


% identity 


89 


NCBI Description 


zein precursor - maize >gi__22 




zein precursor (AA -21 to 90) 


Seq. No. 


313852 


Seq. ID 


ypc700806149.hl 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


150 


E value 


3.0e-10 


Match length 


43 


% identity 


74 


NCBI Description 


zein El 9 [Zea mays] 


Seq. No. 


313853 


Seq. ID 


ypc700806157.hl 


Method 


BLASTN 


NCBI GI 


gl68690 


BLAST score 


105 


E value 


4.0e-52 


Match length 


233 


% identity 


97 


NCBI Description 


Maize zein mRNA, complete cds 



[Manihot esculenta] 



(14 kD zein-2) 



(X14335) 



[Zea mays] 



clone ZG124 



Seq. No. 



313854 



44886 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ypc700806190.hl 

BLASTX 

gl41599 

324 

2.0e-30 

71 

92 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 

>gi_72316_pir ZIZMA2 19K zein precursor (clone CZ19A2) - 

maize (fragment) >gi_168670 (M12142) 19 kDa zein protein 
[Zea mays] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313855 

ypc700806231.hl 

BLASTX 

g3075392 

172 

1.0e-12 

78 
44 

(AC004484) putative steroid dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313856 

ypc700806240.hl 

BLASTX 

gl68691 

192 

7.0e-15 

57 

67 

(M29628) zein [Zea mays] 
313857 

ypc700806267.hl 

BLASTN 

gl037129 

115 

4.0e-58 

167 

92 

( gamma- zeinA) =opaque2 modifier {5 ? region} [Zea mays^maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity , 

NCBI Description 



313858 

ypc700806274.hl 

BLASTX 

g4063770 

269 

6.0e-24 

90 

58 

(AB004906) transposase [Ipomoea purpurea] 



Seq. No. 
Seq. ID 
Method 



313859 

ypc700806282.hl 
BLASTX 



44887 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length^ 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3935148 
327 

9.0e-31 

88 
69 

(AC005106) T25N20.12 [Arabidopsis thaliana] 
313860 

ypc700806365.hl 

BLASTN 

gl68679 

74 

7.0e-34 

160 

98 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds. 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 

313861 

ypc700806368.hl 

BLASTX 

g3510253 

176 

4.0e-13 

42 
69 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
313862 

ypc700806449.hl 

BLASTX 

gl41605 

144 

2.0e-09 

45 

67 

ZEIN- ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>giJ72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

313863 

ypc700806520.hl 

BLASTN 

g602605 

34 

9.0e-10 

58 

90 

Zea mays tandem genes for alphal-tubulin and alpha2 -tubulin 
313864 

ypc700806554.hl 

BLASTN 

g535019 

121 

1.0e-61 
244 



44888 



% identity 48 

NCBI Description Z.mays Zdl tandem genes for zein Zdl (19 kDa Zein) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



313865 

ypc700806564.hl 

BLASTX 

g!41609 

294 

6.0e-27 

61 
97 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi_100944_pir S15656 

zein, 19K - maize >gi_22448_emb_CAA41543_ (X58700) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313866 

ypc700806594.hl 

BLASTN 

gl68679 

150 

5.0e-79 

238 
91 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds. 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 

313867 

ypc700806664.hl 

BLASTX 

g3777600 

375 

2.0e-36 

84 

87 

(AF095708) 50S ribosomal protein L5 [Oryza sativa] 



313868 

ypc700806755.hl 

BLASTN 

g22514 

200 

1.0e-109 

214 

99 

Maize Zcl gene for 



Zein Zcl (14 kD zein-2) 



313869 

ypc700806801.hl 

BLASTX 

g4539665 

202 

5.0e-16 

91 

46 

(AF061282) polyprotein [Sorghum bicolor] 



Seq. No. 



313870 



44889 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ypc700806875.hl 

BLASTN 

gl68673 

46 

2.0e-17 

46 
100 

Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds 
313871 

ypc700806949.hl 

BLASTX 

g4581164 

253 

4.0e-22 

87 

55 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
313872 

ypc700806955.hl 

BLASTN 

gl68700 

63 

2.0e-27 

67 

99 

Z.mays zein mRNA, complete cds 
313873 

ypc700806968.hl 

BLASTX 

g2660670 

203 

3.0e-16 

72 

56 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



313874 

ypc700807142.hl 

BLASTX 

g4539660 

277 

6.0e-25 

88 

61 

(AF061282) polyprotein [Sorghum bicolor] 
313875 

ypc700807249.hl 

BLASTX 

g2832246 

226 

5.0e-19 
54 



44890 





83 


TCPRT Dp^rr "i nt ion 


(AF031569) 22-kDa alpha zein 8 [Zea mays] 




jl JO / vJ 




y • • UUOU / J X • 11 X 




BLASTN 


NCBI GI 


g535019 


BLAST score 


109 


J_i vai lie 


1.0e-54 


Matr*h 1 pnrrf'h 


185 


% t Hani" "1 "Htt 
15 xueii l x uy 






7, mavs Zdl tandpm aenes for zein Zdl (19 kDa Zein) 


Oct] • 1NU • 


Jl JO / / 


kj C * -L U 


vdc700807271 hi 


i it; liiuu. 


JJ XUTIO 1 /\ 


NCBI GI 


g468516 


BLAST score 


178 


£j v ax uc 


2.0e-13 


Ma-t-r'h 1 ^nrrth 

11GL UOll XCliy L. 11 


43 


t> laentity 


ft 


Mf DT Flo crri r\i~ i nn 
iN^DX UCOtllpUlUIl 


y aj J / *± / ZiO-L.ii [ uca may o j 


oeq . ino ♦ 


Jl JO f 0 


Q&n TT) 


vnr700807?88 hi 


L1C LlliJiJ. 


RT.ASTX 


NCBI GI 


al346033 


BLAST score' 


161 


E value 


8.0e-16 


Match length 


61 


% identity 


80 


NCBI Description 


FARNESYL PYROPHOSPHATE SYNTHETASE (FPP SYNTHETASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(FPS) 

(FARNESYL DIPHOSPHATE SYNTHETASE) (DIMETHYLALLYL TRANSFERASE 
/ GERANYLTRANS TRANSFERASE >gi__662368 (L39789) farnesyl 
pyrophosphate synthetase [Zea mays] 

313879 

ypc700807290.hl 

BLASTX 

g224513 

235 

3.0e-20 

47 

91 

zein M6 [Zea mays] 
313880 

ypc700807310.hl 

BLASTX 

g4079800 

231 

1.0e-19 

46 

96 

(AF052503) S-phase-specif ic ribosomal protein [Oryza 
sativa] 



44891 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313881 

ypc700807344.hl 

BLASTX 

g82659 

283 

1.0e-25 

73 

78 

19K zein precursor (clone 
>gi_4 3 8 8 7 0 2_emb_CAA2 4 7 1 9_ 



Z4) - maize 

(V01472) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313882 

ypc700807354.hl 

BLASTN 

g2764801 

70 

1.0e-31 

98 
93 

Z.mays yptm3 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313883 

yyf700347416.hl 

BLASTX 

gl22022 

317 

2.0e-29 

94 

71 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 


313884 


Seq. ID 


yyf 700347482. hi 


Method 


BLASTN 


NCBI GI 


g22322 


BLAST score 


79 


E value 


1.0e-36 


Match length 


130 


% identity 


91 


NCBI Description 


Z.mays mRNA for H2B histone {clone cH2B2: 


Seq. No, 


313885 


Seq. ID 


yyf 700347491. hi 


Method 


BLASTN 


NCBI GI 


g473604 


BLAST score 


167 


E value 


3.0e-89 


Match length 


175 


% identity 


99 


NCBI Description 


Zea mays W-22 histone H2B mRNA, complete 


Seq. No. 


313886 


Seq. ID 


yyf700347553.hl 


Method 


BLASTN 


NCBI GI 


g3043629 



cds 



44892 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

9.0e-35 

228 
84 

Homo sapiens mRNA for KIAA0553 protein, partial cds 
313887 

yyf700347611.hl 

BLASTN 

g4581063 

56 

3.0e-23 

106 

96 

Homo sapiens activation of Sentrin/SUMO protein AOS1 (AOS1) 
mRNA, complete cds 

313888 

yyf 700347658. hi 

BLASTX 

g4033424 

219 

5.0e-18 

41 
98 

SOLUBLE INORGANIC PYROPHOSPHATASE {PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 

313889 

yyf 700347662. hi 

BLASTX 

gl839188 

223 

2.0e-18 
69 
57 

(U86081) root hair defective 



3 [Arabidopsis thaliana] 



313890 

yyf700347801.hl 

BLASTX 

g2982434 

229 

4.0e-19 

83 
53 

(AL022224) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313891 

yyf 700347848. hi ^ 

BLASTX 

g418777 

207 

1.0e-16 

38 

100 



44893 



NCBI Description phosphoprotein phosphatase (EC 3.1.3.16) 2A-alpha catalytic 
chain (clone EP7 ) - Arabidopsis thaliana (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313892 

yyf 700347858. hi 

BLASTX 

g2623962 

389 

5.0e-38 

91 

81 

(Y12540) isocitrate dehydrogenase (NADP+) [Apium 
graveolens] 

313893 

yyf 700347892. hi 

BLASTX 

g3169172 

206 

2.0e-16 

73 
55 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445214 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

313894 

yyf700347934.hl 

BLASTX 

g232031 

211 

2.0e-17 

46 

91 

ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta 1 chain - rice v 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



Seq. No. 


313895 


Seq. ID 


yyf700347948.hl 


Method 


BLASTX 


NCBI GI 


g4559327 


BLAST score 


201 


E value 


5.0e-16 


Match length 


82 


% identity 


43 


NCBI Description 


(AC007087) hypothetical ; 


Seq. No. 


313896 


Seq. ID 


yyf 700347961. hi 


Method 


BLASTX 


NCBI GI 


g4502293 


BLAST score 


260 


E value 


7.0e-23 


Match length 


67 


% identity 


79 



44894 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ATP synthase, H+ transporting, mitochondrial >gi_183786 
(M73031) coupling factor 6 [Homo sapiens] 



313897 

yyf700348005.hl 

BLASTX 

gl66384 

242 

6.0e-21 

55 

98 

(M35867) histone 



H3 (H3-1.1) [Medicago sativa] 



313898 

yyf700348006.hl 

BLASTX 

gl33820 

138 

8.0e-09 

29 

93 

40S RIBOSOMAL PROTEIN S17 >gi_304526 (M13933) ribosomal 
protein S17 [Cricetulus griseus] >gi_1526555_dbj_BAA04 943_ 
(D25213) ribosomal protein S17 [Mus musculus] 



oeq. no. 


*31 *3Q QQ 


Seq. ID 


yyf700348044.hl 


Method 


BLASTN 


NCBI GI 


g22484 


BLAST score 


56 


E value 


6.0e-23 


Match length 


136 


% identity 


86 


NCBI Description 


Z.mays RNA for superoxide dismutase Sod4A 


Seq. No. 


313900 


Seq. ID 


yyf700348065.hl 


Method 


BLASTN 


NCBI GI 


g3080381 


BLAST score 


59 


E value 


6.0e-25 


Match length 


132 


% identity 


87 


NCBI Description 


Homo sapiens DNA sequence from PAC 393P12 on chromosome 




Xpll.21. Contains a hypothetical protein KIAA0413 




(KIAA0412, KIAA0065, KIAA0569) LIKE Zinc Finger protein 




pseudogene, a hypothetical Proline-rich protein KIAA026! 


Seq. No. 


313901 


Seq. ID 


yyf700348076.hl 


Method 


BLASTX 


NCBI GI 


gl35398 


BLAST score 


402 


E value 


3.0e~39 


Match length 


94 


% identity 


85 



NCBI Description TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 



44895 



chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313902 

yyf 700348078. hi 

BLASTX 

gl22106 

305 

4.0e-28 

89 

76 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642j?ir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi__168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385__gb__AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 


313903 


Seq. ID 


yyf700348095.hl 


Method 


BLASTX 


NCBI GI 


g4455356 


BLAST score 


225 


E value 


6.0e-19 


Match length 


72 


% identity 


64 . 


NCBI Description 


(AL035524) putative prote: 


Seq. No. 


313904 


Seq. ID 


yyf700348110.hl 


Method 


BLASTX 


NCBI GI 


g2511531 


BLAST score 


321 


E value 


7.0e-30 


Match length 


63 


% identity 


94 


NCBI Description 


(AF008120) alpha tubulin 




>gi_3 16394 4_emb_CAA0 6 6 1 8_ 




[Eleusine indica] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



313905 

yyf700348134.hl 

BLASTN 

g473602 

39 

4.0e-13 

107 

84 



44896 



NCBI Description 



Zea mays W-22 his tone H2A mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313906 

yyf700348155.hl 

BLASTX 

gl087073 

196 

3.0e-15 

43 

77 

(S79243) calmodulin-binding heat-shock protein, CaMBP 
[Nicotiana tabacum=tobacco, Wisconsin-38, Peptide, 44 9 aa] 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313907 

yyf700348157.hl 

BLASTN 

g602605 

48 

5.0e-18 

100 
87 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
313908 

yyf700348175.hl 

BLASTX 

g2815502 

396 

9.0e-39 

91 

85 

60S RIBOSOMAL PROTEIN L44 (L36A) >gi_71187_pir R6RT36 t 

ribosomal protein L36a - rat >gi_206732 (M19635) ribosomal 
protein L36a [Rattus norvegicus] >gi_1666702 (U58105) 
ribosomal protein [Mus musculus] >gi_1684917 (U78027) 
L44-like ribosomal protein [Homo sapiens] 

>gi_1841302_dbj_BAA19210_ (AB000910) ribosomal protein [Sus 
scrof a] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313909 

yyf 700348264. hi 

BLASTX 

g3080393 

148 

5.0e-10 

32 

84 

(AL022603) NADH dehydrogenase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



313910 

yyf700348268.hl 

BLASTX 

g2290528 

331 

4.0e-31 



44897 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
72 

(U94746) AT AN 11 [Arabidopsis thaliana] 
313911 

yyf 700348292. hi 

BLASTX 

g629641 

223 

1.0e-18 

45 

93 

PsHSC71.0 protein - garden pea >gi_1076530_pir S53500 

HSC71.0 protein - garden pea >gi_473217_emb_CAA83548_ 
(Z32537) PsHSC71.0 [Pisum sativum] 



Seq. No. 




beq. id 


yyx / uuofto^^o . nx 


Method 


BLASTX 




rrA nn£f? Q"3 


BLAST score 




E value 


2 . Qe-19 


Match length 




% identity 


Q O 


NCBI Description 


(Z99708) aminopeptidase-like protein [Arabidops: 


Seq. No, 


iloyi J 


Seq, ID 


yyr / uuo*io jui .n± 


Method 


T"» T TV <7i rrtXT 

BLASTN 


NCBI GI 


gi / /oi4 b 


BLAST score 


36 


E value 


6. ue-11 


ixiar.cn xengun 


A A 
ft 4 


% identity 


95 


NCBI Description 


Zea mays plastid phosphate/phosphoenolpyruvate 




precursor (MZPPT1) mRNA, complete cds 


Seq. No. 


313914 


Seq. ID 


yyf 700348304. hi 


Method 


BLASTX 


NCBI GI 


g3882081 


BLAST score 


377 


E value 


1.0e-36 


Match length 


77 


% identity 


33 


NCBI Description 


(AJ012552) polyubiquitin [Vicia faba] 


Seq. No. 


313915 


Seq. ID 


yyf700348317.hl 


Method 


BLASTX 


NCBI GI 


g231671 


BLAST score 


242 


E value 


5,0e-21 


Match length 


50 



% identity 

NCBI Description 



88 

PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR 
>gi_284994_pir A43291 collagen alpha 2(1) 



chain precursor 



44898 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- mouse >gi_50489_emb_CAA41205_ (X58251) pro-alpha-2 ( I ) 
collagen [Mus musculus] 

313916 

yyf700348331.hl 

BLASTX 

gl296955 

269 

3.0e-24 

55 

44 

(X95402) duplicated domain structure protein [Oryza sativa] 



313917 

yyf700348341.nl 

BLASTX 

g231496 

170 

1.0e-12 

39 
85 

ACTIN 58 >gi_100421_pir S20094 actin - 

>gi 21536_emb_CAA39278_ (X55749) actin 



potato 

[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313918 

yyf700348395.hl 

BLASTX 

g4506635 

394 

1.0e-38 

88 

88 

ribosomal protein L32 >gi_132886_sp_P02433_RL32_HUMAN 60S 

RIBOSOMAL PROTEIN L32 >gi_71335jpir R5HU32 ribosomal 

protein L32 - human >gi_71336_pir R5MS32 ribosomal protein 

L32 - mouse >gi_71337_pir R5RT32 ribosomal protein L32 - 

rat >gi_36132_emb_CAA27048_ (X03342) rpL32 (aa 1-135) [Homo 
sapiens] >gi_57117__emb__CAA29777_ (X06483) ribosomal protein 
L32 [Rattus norvegicus] >gi_200781 (K02060) ribosomal 

protein L32-3A [Mus musculus] >gi_226004_prf 1405339A 

ribosomal protein L32 [Rattus norvegicus] 

313919 

yyf 700348428. hi 

BLASTX 

g3036796 

201 

6.0e-16 

56 
68 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb_CAA21478__ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



313920 

yyf700348447.hl 
BLASTX 



44899 





LNLv,DX Ul 






BLAST score 


202 




E value 


5.0e-16 




lid. t_ on icily l.ii 








55 






fARDI^I^Q^ phi 1 nrnnh vl 1 3 nvvfipna^p FPh 1 aTTivdoffion^ s 






TP"i Tihs frit i i 1 






OiJJi X 




Qprr TD 


vvf700348452 hi 
y y ' v u u^^t. • iix 




Mci"f~ Vi f\ <H 
I v le L11UL1 


DXxriO 1 /i. 




NCBI GI 


gl527219 




BLAST score 


411 




£j Value 


x • u e *± w 




Matr*h l^ncrth 

lid UOll >^ 1 ^4 <— i. Jl 


93 




•5 xu.exiuXT_y 


0 0 






\ UUO4.XO y r^. x 1: oLixjyxxLXX y xaoc [Dxaooxua nci^u.oj 






^1 ^Q22 

JXJ £. 






vvf700348489 hi 




Mpr hod 


BLASTN 




NCBI GI 


g2623247 


:o 


BLAST score 


60 




Hi VdlUc 




-'^ 




88 




% identity 


yz 


? = 


XNLvXjX L/coUlipLXUli 


Zject XLid y 0 oux xouaiuy±aoc ^ 0 uyax y x / y cxic ^ ^v^xLL^'j-e t_e \^\*hj 


y = 

s 


beq. jno. 








yyx / uuj t ioj6U .iix 




Mat" Vi nH 






NCBI GI 


gl68474 




BLAST score 


55 




Hi Val Lie 


j * Ue ^ <3 


O 


lid LLli XCliy L>li 


59 






^0 






XX Cl X ^> e XCXXCUvAXll \E\JLj loU^>i \J LCXH iLLlXLitxi / i 




oeq. wo. 


oxoyzfi 




JC^ • X D 


yyx f Jtojji • xxx 




iiC LliUU 


RT.ASTX 




L\\sLj X OX 


yjuvuyJJ 




BLAST score 


200 




E value 


8.0e-16 - 




l v id.L-oxx xeii.LjL.ii 


17 J 




0 1UCUL1 Ly 


44 




\T /"*• T2 T n c? /*"« v i vi 4— i y^i t*i 

in^i5± uescr xpT-xon. 


\nJ!UOUIll?J OOiit-cixrio oxllUXeix Xty CO bir JJXil(J.XIly LJIULclllo 






[AI CUJXUUy O X O L.1 id. XX GUIO. J 




oeq. NO. 






OeL^» XJJ 


\rwf 7nrn4ft fil 7 hi 

yyx / uujiOui / • xxx 




J.iC L.1 J.UU 


XJ * 1 X Zi. 




NCBI GI 


gll9355 




BLAST score 


193 




E value 


2.0e-15 




Match length 


38 




% identity 


100 



44900 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



ENOLASE 1 { 2 - PHOS PHOGLYCERATE DEHYDRATASE 1) 
( 2 - PHOS PHO- D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 

313926 

yyf700348691.hl 

BLASTX 

g2104908 

297 

2.0e-27 

81 

79 

(Y07632) potassium channel [Zea mays] 
313927 

yyf700348745.hl 

BLASTX 

g2687358 

419 

2.0e-41 

81 

99 

(AF033263) nonphototropic hypocotyl 1 [Zea mays] 
313928 

yyf700348756.hl 

BLASTX 

g3024018 

368 

1.0e-35 

69 

100 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 

313929 

yyf700348809.hl 

BLASTX 

g3643598 

419 

2.0e-41 

102 
81 

(AC005395) putative poly (A) polymerase [Arabidopsis 
thaliana] 

313930 

yyf700348812.hl 

BLASTX 

g2959781 

365 

4.0e-35 
103 



44901 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
313931 

yyf700348989.hl 

BLASTX 

gl23378 

281 

2.0e-25 

81 

74 

DNA-BINDING PROTEIN MNB1B (HMGl-LIKE PROTEIN) 

>gi_100886_pir S16670 high mobility group protein - maize 

>gi__539062_pir B47150 DNA-binding protein MNBlb - maize 

>gi_22329_emb_CAA41220_ (X58282) high mobility group 
protein [Zea mays] 

313932 

yyf700349003.hl 

BLASTN 

g4499947 

43 

2.0e-15 

104 
90 

Homo sapiens mRNA; cDNA DKFZp564I1916 (from clone 
DKFZp564I1916) 

313933 

yyf 700349017. hi 

BLASTX 

g3121828 

300 

1.0e-27 

87 

63 

BENE PROTEIN >gi_2135423jpir 138891 hypothetical protein 

human (fragment) >gi_1000712 (U17077) unknown [Homo 
sapiens] 

313934 

yyf700349049.hl 

BLASTX 

gl707928 

350 

3.0e-36 

87 

88 

GLUCOSE-1-PHOSPHATE ADENYLYLTRANSFERASE LARGE SUBUNIT 2 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) { ALPHA- D-GLUCOSE-1- PHOSPHATE 
ADENYL TRANSFERASE) >gi_107 6806_pir_S4 9439 
glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) - 
maize >gi_558365_emb_CAA86227_ (Z38111) ADP-glucose 
pyrophosphorylase [Zea mays] 



Seq. No. 



313935 



44902 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



yyf700349088.hl 

BLASTX 

gl498053 

200 

4.0e-16 

55 
73 

(U64436) ribosomal protein S8 [Zea mays] 
313936 

yyf700349095.hl 

BLASTN 

g4505750 

117 

3.0e-59 

167 

93 

Homo sapiens profilin 2 (PFN2) mRNA 

>giJL90387_gb_L10678_HUMPROFII Human profilin II mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313937 

yyf700349140.hl 

BLASTX 

gl076678 

173 

5.0e-13 

56 
73 

ubiquitin / ribosomal protein S27a 



- potato (fragment) 



313938 

yyf700349166.hl 

BLASTX 

g3335355 

182 

4.0e-19 

69 

20 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb__X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 

313939 

yyf700349173.hl 

BLASTX 

g3334138 

158 

8.0e-12 
58 
57 

CALNEXIN H0M0LOG PRECURSOR >gi_ 
[Glycine max] 



669003 (U20502) calnexin 



Seq. No. 



313940 



44903 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



yyf700349182*hl 

BLASTX 

gl22022 

184 

9.0e-14 

65 
62 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 

313941 

yyf700349190.hl 

BLASTX 

g802111 

193 

2.0e-27 

100 

74 

(S74802) zero beta-glofoin [Rattus norvegicus=rats f Peptide, 
146 aa] [Rattus norvegicus] 

313942 

yyf 700349192. hi 

BLASTN 

g4558459 

70 

4.0e-31 

93 

94 

Zea mays replication origin activator ROA2 (roa2) gene, 
partial cds 

313943 

yyf700349202.hl 

BLASTX 

g35053 

294 

4.0e-27 

63 

89 

(X53778) uracil DNA glycosylase [Homo sapiens] 
313944 

yyf700349226.hl 

BLASTN 

g4507754 

196 

1.0e-106 

256 
94 

Homo sapiens TYRO protein tyrosine kinase binding protein 
(TYROBP) mRNA, and translated products 

>gi_2905993_gb_AF019562_AF019562 Homo sapiens DAP 12 mRNA, 
complete cds 



Seq. No. 



313945 



44904 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



yyf 700349232. hi 

BLASTX 

gll4778 

238 

2.0e-20 

86 

71 

BETA- 2 -MI CROGLOBULI N PRECURSOR >gi_92006_pir A26842 

beta-2-microglobulin precursor - rat 

>gi_55808_emb_CAA684 98_ (Y00441) beta-2-microglobulin 
precursor [Rattus norvegicus] >gi_1619327_emb_CAA69847_ 
(Y08531) beta 2 microglobulin [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313946 

yyf700349233.hl 

BLASTX 

g4406810 

249 

1.0e-21 

82 
61 

(AC006201) unknown protein [Arabidopsis thaliana] 
313947 

yyf700349271.hl 

BLASTX 

g4557787 

193 

3.0e-15 

38 
95 

neutrophil cytosolic factor 2; p67phox 

>gi_105160_pir A34855 67K neutrophil oxidase factor - 

human >gi_189268 (M32011) neutrophil oxidase factor [Homo 
sapiens ] 



Seq. No. 


313948 


Seq. ID 


yyf700349294.hl 


Method 


BLASTX 


NCBI GI 


gl326372 


BLAST score 


149 


E value 


4.0e-10 


Match length 


56 


% identity 


62 


NCBI Description 


(U58750) Similar to ] 


Seq. No* 


313949 


Seq. ID 


yyf700349319.hl 


Method 


BLASTN 


NCBI GI 


g4588027 


BLAST score 


73 


E value 


5.0e-33 


Match length 


197 


% identity 


86 


NCBI Description 


Mus musculus steroid 



[Caenorhabditis elegans] 



sequence 



44905 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313950 

yyf700349326.hl 

BLASTX 

g3421123 

146 

5.0e-12 

62 

65 

(AF043538) 20S proteasome beta subunit PBG1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313951 

yyf700349349.hl 

BLASTX 

g3021272 

190 

1.0e-14 

72 
46 

(AL022347) serine /threonine kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 


313952 


Seq. ID 


yyf700349355 .hi 


Method 


nT 7\ o rpv 


NCBI GI 


g226471 


BLAST score 


336 


E value 


1.0e-31 


Match length 


90 


% identity 


74 


NCBI Description 


Cu/Zn superoxide dismutase 


Seq. No. 


313953 


Seq. ID 


yyf 700349365. hi 


Method 


BLASTX 


NCBI GI 


g2501011 


BLAST score 


195 


E value 


4.0e-15 


Match length 


44 


% identity 


80 


NCBI Description 


ISOLEUCYL-TRNA SYNTHETASE 




>gi_1652625_dbjJBAA17545_ 




synthetase [Synechocystis ; 


Seq. No. 


313954 


Seq. ID 


yyf 700349374. hi 


Method 


BLAST N 


NCBI GI 


g4504960 


BLAST score 


51 


E value 


5.0e-20 


Match length 


125 


% identity 


94 



( ISOLEUCINE — TRNA LIGASE) 
(D90907) isoleucyl-tRNA 
sp. ] 



(ILERS) 



NCBI Description 



Homo sapiens lamin B receptor (LBR) mRNA 
>gi_438638_gb_L25931__HUMLBR Human lamin B receptor (LBR) 
mRNA, complete cds 



Seq. No. 



313955 



44906 



yyf700349383.hl 

BLASTX 

gl332579 

317 

2.0e-40 

98 

9 

(X98063) polyubiquitin [Pinus sylvestris] 
313956 

yyf700349387.hl 

BLASTX 

g214113 

220 

2.0e-18 

48 

92 

(M25504) elongation factor-1 alpha-chain protein 
(EF-l-alpha) [Xenopus laevis] 



Seq. No. 313957 

Seq. ID yyf700349393.hl 

Method BLASTX 

NCBI GI g2342724 

BLAST score 260 

E value 6.0e-23 

Match length 88 

% identity 58 

NCBI Description (AC002341) unknown protein [Arabidopsis thaliana] 

Seq. No. 313958 

Seq. ID yyf700349396.hl 

Method BLASTX 

NCBI GI g4587550 

BLAST score 149 

E value 8.0e-10 

Match length 42 

% identity 67 

NCBI Description (AC006577) EST gb_R64848 comes from this gene. [Arabidopsis 
thaliana] 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313959 

yyf700349462.hl 

BLASTN 

g516551 

81 

3.0e-38 

107 

94 

Zea mays B73 cyclin IbZm mRNA, complete cds 



Seq. No. 313960 

Seq. ID yyf700349493.hl 

Method BLASTX 

NCBI GI g2511531 

BLAST score 394 

E value 2.0e-38 



44907 




Match length 


78 


% identity 


OA 


nudi uescripuion 






>gi olfc>oy44 eitiD Ui\/iUooio ^/iuuuooyo ) aipna tubulin 




LLieusine inuicaj 


Seq. No. 




C 1 /-^ /-r T A 

beq. id 


,„ T f7n no. a qci n c "hi 


jyieunoa 


DlifiOl A 


NCBI GI 


g3093294 


BLAST score 


412 


E value 


1 A ^ yi n 

l . ue-4 U 


Match length 


1UO 


% identity 


/o 


XT/"" 1 0 T" T"\ s> c s-w A -r\ 4-4 t-i 

jn^jdi uescnprion 


/ V1 OTQO \ T-\n-h^+-TTT^ tt4 1 1 i n fZivsV^T H/^rMa "i c "hViaT -i anal 
( IiZ / OZ j pUlatlVc vlllin [Aiauiaopolb L.Ila.l-LaJ.lcl J 


Seq. No. 


oi o a a 

313962 


beq. ID 


yyr /uuo^yoou.ni 


Method 


nr 7\ C T 1 V 


NCBI GI 


g4220529 


BLAST score 


326 


E value 


o A « "2 A 


Match length 


1U0 


% identity 


63 


NCBI Description 


(ALU353oo) putative protein LAraoiaopsis tnalianaj 


Seq. No. 


313963 


Seq. ID 


yyr /UU yooD .ni 


Metnoa 


BLAblA 


NCBI GI 


g2828296 


BLAST score 


215 


E value 


1 . Oe-32 


Match length 


O C 


% identity 


C\ -i 

91 


NCBI Description 


(ALUzibo/) Kwase l lnniDitor [Araoiaopsis cnanana, 


Seq. No. 


313964 


Seq. ID 


yyr /U(J34yooo. nl 


Method 


BLASTX 


NCBI GI 


g3962377 


BLAST score 


324 


E value 


2 . Oe-30 


Match length 




% identity 


A O 

98 


JNUoi Description 


(fijuuzoo i j neat snocic protein /u LAraDiuopsis inai. 


Seq. No. 


313965 


beq. ID 


*-r* T -P"7 AAO/IQC1C U1 

yyr /UUJ4yolo. nl 


Method 


BltAbl A 


NCBI GI 


g3063700 


BLAST score 


183 


E value 


/ . ue — 14 


Match length 


59 


% identity 


61 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


313966 



44908 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



yyf700349631.hl 

BLASTX 

g4193320 

502 

3.0e-51 

93 

100 

(AF045473) histone deacetylase [Zea mays] 



Cf>.« VI,-. 

Seq. No. 


313 JO / 


Seq. ID 


yyr /uuo4yo4z ,ni 


Method 


DT 7\GTY 




rrlftll A 
y / U f I *± 


dLiAoI score 




E value 


8.0e-20 


Match length 


47 


% identity 


JLUU 


NCBI Description 


nisrone n*i vinu^xj 




[Triticum aestivum] 


Seq. No. 


313968 


Seq. ID 


yyf700349736 .hi 


Method 


BLASTX 


NCBI GI 


go4Uz / 4 y 


BLAST score 


258 


E value 


1.0e-22 


Match length 


94 


% identity 


45 


NCBI Description 


(AL031187) putative 


Seq. No. 


313969 


Seq. ID 


yyf 70u3497do . nl 


Method 


BLAbiA 


NCBI GI 


gJoolUoo 


BLAST score 


lol 


E value 


4.0e-10 


Match length 


50 


% identity 


OU 


NCBI Description 


/ 7\ TO *3 CO *7 O > iin L»-r^ /m.to 

(AJZJDZ /Z) UnKnOwn 


Seq. No. 




Seq. ID 


yyf7 0034 9777 .hi 


Method 


BLASTX 


NCBI GI 


g3746071 


BLAST score 


157 


E value 


9.0e-ll 


Match length 


33 


% identity 


85 


NCBI Description 


(AC005311) putative 




thaliana] 


Seq. No. 


313971 


Seq. ID 


yyf700349845.hl 


Method 


BLASTX 


NCBI GI 


g4508068 


BLAST score 


164 


E value 


6.0e-12 



>gi_170747 (M12277) histone H4 



putative GTP-binding protein [Arabidopsis 



44909 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E - value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 
69 

(AC005882) 



3063 [Arabidopsis thaliana] 



313972 

yyf700349869.hl 

BLASTN 

g21800 

111 

1.0e-55 

223 

88 

T.aestivum L mRNA 



for histone H2B 



313973 

yyf700349879.hl 

BLASTX 

g2649435 

155 

1.0e-10 

96 

39 

(AE001024) conserved hypothetical protein [Archaeoglobus 
fulgidus] 



313974 

yyf700349890.hl 

BLASTX 

g2511531 

238 

1.0e-22 

51 

94 

(AF008120) alpha tubulin 
>gi_3 16394 4_emb_CAA0 6 6 1 8_ 
[Eleusine indica] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313975 

yyf700349960.hl 

BLASTN 

g902524 

147 

3.0e-77 

214 

93 

Zea mays clone MubGlO ubiquitin fusion protein gene, 
complete cds 

313976 

yyf700349963.hl 

BLASTX 

g2739044 

172 

1.0e-12 

45 

67 

(AF024651) polyphosphoinositide binding protein Sshlp 



44910 



[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313977 

yyf700349991.hl 

BLASTX 

g2191152 

170 

6.0e-13 

59 
58 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313978 

yyf700350025.hl 

BLASTN 

gl69818 

51 

7.0e-20 

67 

94 

Rice 25S ribosomal RNA gene 
313979 

yyf 700350092. hi 

BLASTX 

g2673906 

201 

6.0e-16 

64 

66 

(AC002561) putative DNA polymerase delta small subunit 
[Arabidopsis thaliana] 

313980 

yyf700350102.hl 

BLASTX 

g3176714 

230 

1.0e-19 

59 

73 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 

313981 

yyf700350122.hl 

BLASTX 

g4432841 

320 

7.0e-30 

96 

62 

(AC006283) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



313982 

yyf700350156.hl 



44911 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g312179 

229 

6.0e-27 

67 

97 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_l 185554 (U45858) glyceraldehyde- 3-phosphat e 
dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313983 

yyf700350160.hl 

BLASTX 

g2984709 

192 

3.0e-15 

68 

60 

(AF053468) DnaJ-related protein 



ZMDJ1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313984 

yyf700350193.hl 

BLASTX 

g4585966 

154 

1.0e-10 

37 
81 

(AC005287) Putative dihyrdolipoamide acetyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313985 

yyf700350210.hl 

BLASTX 

g642134 

152 

2.0e-10 

41 

73 

(D45355) protein kinase [Arabidopsis thaliana] 
>gi_3063704_emb__CAA18595.1_ (AL022537) protein kinase AME3 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313986 

yyf 700350234. hi 

BLASTX 

g3600039 

407 

5.0e-40 

100 

70 

(AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 



Seq. No. 



313987 



44912 



Qprr TO 


vvf700350249 hi 


Mot VipiH 
tit; L-ii^vj. 




NCBI GI 


g2181184 


BLAST score 


181 


£> Value 












Kir^R T Hp "i Tit" n nn 


fY13577^ JR3 Drotein 


C A/-r Mrs 

oeq. in o . 


JlJ -?o o 


O C ^ * x u 


vvf700350266 hi 


Method 


BLASTX 


NCBI GI 


g2668744 


BLAST score 


216 


wal no 


i Op-17 

X . X f 


Ma"t~f">Vi "1 on rr"t~ n 


37 


% iaenuiL.y 


i on 


lN^-DX UcbLIipUlUIl 


( JilTO^-l Q_l ^ nhi rrn 1 1* "i n t 

\ Jr\.£ U J4 U ] UUJ-^UX Ulll < 


oeq. jno . 




q prf Tn 


vvf7fin3S0?86 hi 
y y i / uu j juiu u ■ iix 


L v ie uiiOQ 


±3 J_i/i.O 1 A 


IN^-DX vJX 


ct367624 6 
y ju ' vj <c *i u 




507 


E value 


8.0e-52 


Match length 


93 


% identity 


100 


NCBI Description 


(AJ011607) DNA polyme: 




[Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313990 

yyf700350326.hl 

BLASTX 

g2914703 

169 

2.0e-12 

48 

58 

(AC003974) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313991 

yyf700350355.hl 

BLASTX 

g2598227 

234 

4.0e-20 

65 

71 

(AJ222585) AT -hook protein 1 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



313992 

yyf700350371.hl 

BLASTN 

g644491 

41 

3.0e-14 
84 



44913 



% identity 

NCBI Description- 



89 

Corn mRNA for elongation factor 1A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313993 

yyf700350378.nl 

BLASTX 

g3309575 

293 

5.0e-27 

71 

79 

(AF060553) calcium sensor homolog [Arabidopsis thaliana] 
>gi_4538989_emb_CAB39731.1_ (Y18870) CBL4 protein 
[Arabidopsis thaliana] 



Seq. No. 


313994 


Seq. ID 


yyf7 00350 422 .hi 


Metnoa 


BLASTX 


NCBI GI 


g2853084 


BLAST score 


150 


E value 


6.0e-10 


Match length 


52 


% identity 


56 


NCBI Description 


(AL021768) putative protein [Arabidops. 


Seq. No. 


313995 


Seq. ID 


yyf700350431.hl 


Method 


BLASTX 


NCBI GI 


g2245030 


BLAST score 


200 


E value 


4.0e-16 


Match length 


59 


% identity 


66 


wobi Description 


[Ziy/o4i; apeuaiaz domain iiiNi nomoiog 




thaliana] 


Seq. No. 


313996 


Seq. ID 


yyf 700350440. hi 


Method 


BLASTX 


NCBI GI 


g3152613 


BLAST score 


211 


E value 


4.0e-17 


Match length 


94 


% identity 


49 


NCBI Description 


(AC004482) hypothetical protein [Arabii 


Seq. No. 


313997 


Seq. ID 


yyf 700350507. hi 


Method 


BLASTN 


NCBI GI 


g4503504 


BLAST score 


38 


E value 


2.0e-12 


Match length 


62 


% identity 


90 



NCBI Description 



Homo sapiens eukaryotic translation initiation factor 2, 
subunit 2 {beta, 38kD ) (EIF2S2) mRNA 

>gi_182066_gb_M29536 HUMELF2 Human translational initiation 



44914 



factor 2 beta subunit (elF-2-beta) mRNA, complete cds 



k? C *J • J.N \J » 


313998 


Can* yn 




Method 


BLASTX 


NCBI GI 


g4263721 


Dj-ifioi score 




T7 1 tt -a 1 

ili VdlUc 


1 Ho— 91 
1 • Uc Z J. 


Match length 


Ol 


15 lCJ.eiiXlH.y 


77 


NCBI Description 


(Atuuozzj) putative jjjn>\ repair protein kajjdu 




thaliana] 


O C "w^ • IN W • 




Seq. ID 


yyf700350572.hl 


Method 


BLASTN 


LNU.D1 ^j1 


o-o Q7 OQ c 

go:? / jyo 


QT,7\ CT* 1 qripirp 
DLiriOl oLUIC 


1 61 


E value 


z . ue-oo 


i v JdL.Ul icily UI1 


1 DO 


% identity 


y y 


NCBI Description 


Z.mays MNBlb mRNA for DNA-binding protein 


oeq* jno. 


J14UUU 


Seq. ID 


yyf 700350610. hi 


Method 


BLASTX 


moot r* T 

NCBI GI 


gj4oloz0 


BLAST score 


1 Q O 

loo 


E value 


2 . Oe-14 


Match length 




% identity 


71 


NCBI Description 


(ACu041oo) unknown protein LAraoidopsis tnalianaj 


oeq # INt? • 


Olft UUl 


Seq. ID 


yyf700350663.hl 


Method 


BLASTX 


WWDl yjl 


gooolo 


Dixrioj. score 


•30C 
JOJ 


E value 


z . ue— ^ / 


ftjT*^ -f* o I /"s /T +* X"\ 

i v iaTi.cn lengtn 


HA 


% identity 


Q Q 


NLbi Description 


giutatiiione transferase (EC z.o.l.lo) I - maize 


oeq . iNQ • 


01 AC\C\0 

OlfiUUZ 


Seq. ID 


yyf700350737.hl 


Method 


BLASTX 


NLdI bl 


g^uy id i d 


Dhj\oi score 


iy o 


E value 


2 . Oe-24 


ixiaccn lenyrn 




% identity 


81 


NCBI Description 


(U64913) NTFP1 [Nicotiana tabacum] 


Seq. No. 


314003 


Seq. ID 


yyf700350763.hl 


Method 


BLASTX 


NCBI GI 


g600855 . - 



44915 



# • 



BLAST score '". 


163 


J-J V uX 


2 . Oe-11 


Match lenath 


59 


o luciii — l uy 




NPBI Dp*; crityt" ion 


(U17887) bZIP protein [Arabidopsis thaliana] 


DCtJ» LNL/ • 




Spa ID 


vvf700350765 hi 


Method 


BLASTX 


NCBI GI 


g2342724 


BLAST score 


302 


F 1 1 1 p 
u vaj. Lie 


8 Oe-28 


Match lenath 


90 




62 


NCBI Description 


(AC002341) unknown protein [Arabidopsis thaliana] 


Spa Mn 


31 400S 


Sea ID 


vvf700350788 hi 


Method 


BLASTN 


NCBI GI 


g22511 


■BLAST score 


139 


"W Tra 1 no 
E-t v eaX Lit: 


9 0^-79 


1 id L, L^ii XCLiy L-li 


J. J J 


is iuem,iLy 


Q7 




Zj.XUciyo WIip ^WIllLc puilcll/ yell© XOx OilciXL.(Jile oyilLIldo 1 




J11UUO 


Seq. ID 


vvf70fi3 c in844 hi 


Mpt hod 


BLASTX 


NCBI GI 


gl944330 


BLAST score 


174 


Hi V ax Lie? 




L v lClL.L-il XcliLj Lil 




15 XU.t2IlL.XLy 


O ft 


V* ^_/l_> X UCOLliyLXUll 


^049^4^^ KTFP2 TMns mn«?m1n«?l 

\U*± Z/ *J*± *J } L-£. L L*lLtO ill UoLUXUO J 






Spa TD 


vvf7003 c >0884 hi 


Method 


BLASTX 




all72836 

y x x / i. o o u 


BLAST score 


379 


E value 


8.0e-37 


luct (-oil Xtiiiy Lil 


79 


S- i Hpnl"! tu 

O XUCll L.X L. y 


z> u 


inudi Description 


VjI f— olJNDliNL? JNUOi-»ri/iK FKUJ.il.XlN KAIM— Dl >gi 4^0^ / Z ^lilD/' 




qma 1 "1 v*a o — rpl afprl itit'0+* n f TvT "i pnt nana f *-ti im 1 

OitlClXX XCLO LClaLCU piULCXil [LNILU t LClilCl. L. ClVJ CI L-» LULL J 


C orr Mo 
1M vj ■ 


-51 / 00ft 


OCU • x u 


yyi /uuoju / • nx 


Method 


BLASTX 


NCBI GI 


g2827710 


BLAST score 


332 


E value 


2.0e-31 


Match length 


87 


% identity 


78 



NCBI Description (AL021684) lysosomal Pro-X carboxypeptidase - like prot 
[Arabidopsis thaliana] 



44916 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314009 

yyf 700350912. hi 

BLASTX 

g399213 

253 

5.0e-22 

53 

94 

ATP-DEPENDENT CLP PROTEASE ATP -BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 



Seq. No. 


314010 


Seq. ID 


yyf 700350950 .hi 


Method 




NCBI GI 


g3252868 


BLAST score 


O O Q 

9 


E value 


3. Oe-26 


Match length 


90 


% identity 


Do 


NCBI Description 


(AiUoooobj putative 


Seq. No. 


314011 


Seq. ID 


A A O IT A AT n "LI 

yyf 700350977 .hi 


Method 


BLASTN 


NCBI GI 


g312180 


BLAST score 


34 


E value 


1.0e-09 


Match length 


42 


% identity 


95 


NCBI Description 


Z . mays GapC4 gene 


Seq. No. 


314012 


Seq. ID 


yyf 700351006 .hi 


Method 


BLASTX 


NCBI GI 


g4455255 


BLAST score 


148 


E value 


1.0e-09 


Match length 


78 


% identity 


44 


NCBI Description 


(AL035523) putative 


Seq. No. 


314013 


Seq. ID 


yyf 700351050. hi 


Method 


BLASTN 


NCBI GI 


gl68500 


BLAST score 


67 


E value 


2.0e-29 


Match length 


178 


% identity 


87 


NCBI Description 


Maize {Zea mays) hi; 


Seq. No. 


314014 


Seq. ID 


yyf 700351110. hi 


Method 


BLASTX 



[Arabidopsis thaliana] 



complete cds 



44917 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4585991 
164 

7.0e-12 

41 
71 

(AC005287) 
thaliana] 



very similar to mouse Dhml and Dhm2 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314015 

yyf700351114.hl 

BLASTX 

g3242709 

222 

2.0e-18 

78 

63 

(AC003040) putative guanine nucleotide-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


il4Ulb 


Seq. ID 


yy± /UlMol^Uy.nl 


Method 




NCBI GI 




BLAST score 


197 


E value 


1.0e-15 


Match length 


73 


% laentxty 


dZ 


NCBI Description 


(Y13987) chloroplast NAD' 


Seq. No. 


314017 


Seq. ID 


yyf 700351224 .hi 


Method 


TIT 71 (tmv 

BLASTX 


NCBI GI 


giu / oo*cU 


BLAST score 


321 


E value 


5.0e-30 


Match length 


57 


% identity 


100 


NCBI Description 


phosphoglycerate mutase 


Seq. No. 


314018 


Seq. ID 


yyf 700351302. hi 


Method 


BLASTX 


NCBI GI 


g2196672 


BLAST score 


333 


E value 


2.0e-31 


Match length 


84 


% identity 


76 


NCBI Description 


(Y08807) HMGdl [Zea mays 


Seq. No. 


314019 


Seq. ID 


yyf700351307.hl 


Method 


BLASTX 


NCBI GI 


gl34598 


BLAST score 


206 


E value 


3.0e-28 


Match length 


86 


% identity 


80 



[Arabidopsis thaliana] 



(EC 5.4.2.1) - maize 



44918 



NCBI Description 


SUPEROXIDE DISMUTASE-4AP (CU-ZN) 


kj *3 \^ • vt \J • 


314020 


Seq. ID 


yyf700351383.hl 


Method 


BLASTN 


NCBI GI 


g4589503 


BLAST score 


209 


E value 


1.0e-114 


Match lencrth 


233 


% icientitv 


97 


NCBI Description 


Homo sapiens mRNA for KIAA0930 protein, partial cds 


Sea No 


314021 


Seq. ID 


yyf700351410.hl 


Method 


BLASTX 


NCBI GI 


a!172977 


BLAST score 


247 


E value 


2.0e-34 


Match lencrth 


98 


% identity 


77 


1H \^1_> J_ IJCO vJ L L. J- \J 11 


60S TRTROSOMAT, PROTF.TN T,1 8 >ai 606970 f HI ) rvtonl. 




T**i Via^rym^ 1 nroi* pin T,1 R T At^Vii Hoti*^ i ^ hha 1 i ans 1 






Sea ID 


vvf700351492 hi 
y y ' >j u j o x ^ • iij. 


Method 


BLASTX - 


NCBI GI 


gl899060 


BLAST score 


313 


E value 


3.0e-29 


Match length 


80 


% identity 


72 



NCBI Description (U79669) endosperm C-24 sterol methyltransferase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314023 

yyf700351536.hl 

BLASTX 

g3413888 

154 

2.0e-10 

31 

97 

(AB007932) KIAA0463 protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314024 

yyf700351548.hl 

BLASTX 

g4432867 

149 

8.0e-10 

87 

40 

(AC006300) putative dnaJ-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



314025 

yyf700351549.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4502095 
180 

9.0e-14 

35 

97 

alanyl (membrane) aminopeptidase (aminopeptidase N, 
aminopeptidase M, microsomal aminopeptidase, CD13, pl50) 

>gi_105598_pir A30325 membrane alanyl aminopeptidase (EC 

3.4.11.2) precursor - human >gi_178536 (M22324) 
aminopeptidase N precursor (EC 3.4.11.2) [Homo sapiens] 

314026 

yyf700351567.hl 

BLASTX 

g4584545 

228 

4.0e-19 

63 

65 

(AL049608) putative protein [Arabidopsis thaliana] 
314027 

yyf700351629.hl 

BLASTN 

g4160401 

112 

3.0e-56 

172 

91 

Zea mays eIF-5 gene, exons 1-2 
314028 

yyf700351633.hl 

BLASTX 

g417103 

361 

1.0e-34 

72 

100 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb__CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404 825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X7 9714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ {AL035708} histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 



44920 



.(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314029 

yyf 700351694. hi 

BLASTN 

g4585826 

227 

1.0e-125 

265 
96 

Rattus norvegicus mRNA for ribosome associated membrane 
protein RAMP 4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314030 

yyf700351717.hl 

BLASTX 

g3335354 

156 

1.0e-10 

71 

45 

(AC004512) This gene is continued from gene F5I14.1 from 
BAC sequence gb_AC001229 from A. thaliana. EST gb_AA585814 
comes from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314031 

yyf700351805.hl 

BLASTX 

gl30708 

440 

6.0e-44 

99 

78 

SERINE/THREONINE PROTEIN PHOSPHATASE PP1 

>gi_81693_pir S12985 phosphoprotein phosphatase (EC 

3.1.3.16) 1 catalytic chain - rape (fragment) 
>gi_17846_emb_CAA40686_ (X57438) phosphatase 1 catalytic 
subunit [Brassica napus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314032 

yyf700351851.hl 

BLASTN 

g685177 

271 

1.0e-151 

275 

100 

Homo sapiens troponin T cardiac isoform mRNA, 3 1 



end of cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



314033 

yyf700351859.hl 

BLASTX 

g3122800 

222 

2.0e-18 

46 

89 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40S RIBOSOMAL PROTEIN S16 >gi_2641209 (AF031546) ribosomal 
protein S16 [Fritillaria agrestis] 

314034 

yyf 700351873. hi 

BLASTN 

g3582311 

234 

1.0e-129 

254 

98 

Human Chromosome 16 BAC clone CIT987SK-A-972D3, complete 
sequence [Homo sapiens] 

314035 

yyf700351888.hl 

BLASTX 

gll72977 

190 

6.0e-15 
57 
70 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



cytoplasmic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314036 

yyf 700351890. hi 

BLASTN 

g2808656 

110 

4.0e-55 

145 

92 

Homo sapiens complete genomic sequence between D16S307 0 and 
D16S3275, containing Familial Mediterranean Fever gene 
disease 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314037 

yyf 700351905. hi 

BLASTX 

g4510395 

178 

4.0e-13 

74 
53 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314038 

yyf 700351912. hi 

BLASTX 

g3912921 

433 

5.0e-43 

88 

86 

(AF001308) G/T DNA mismatch 



repair enzyme [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314039 

yyf700351933.hl 

BLASTN 

g3790132 

150 

5.0e-79 

242 
91 

Human DNA sequence from clone 191N21 on chromosome 6q27 
Contains genes for PDCD2 ( PROGRAMMED CELL DEATH-2/RP8 
HOMOLOG), TATA factor (TFIID) , proteasome subunit HC5, EST, 
STS, GSS, complete sequence [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314040 

yyf700352005.hl 

BLASTN 

g4519193 

36 

7.0e-ll 

52 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDC11, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314041 

yyf 700352014. hi 

BLASTX 

g722379 

142 

5.0e-09 

95 

39 

(U23139) similar to NIFS protein (nitrogen fixation) 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314042 

yyf700352049.hl 

BLASTX 

g2832617 

206 

8.0e-17 

54 

74 

(AL021711) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314043 

yyf 700352054. hi 

BLASTX 

gll71865 

316 

2.0e-29 

80 
79 

NADH- UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 
(COMPLEX I-20KD) (CI-20KD) (PSST SUBUNIT) 



44923 



>gi_108826_pir S22371 NADH dehydrogenase (EC 1.6.99.3) 

chain PSST - bovine >gi_599691_emb_CAA46154_ (X65020) PSST 
subunit of the NADH: ubiquinone oxidoreductase complex [Bos 
taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314044 

yyf 700352112. hi 

BLASTX 

g4415937 

200 

2.0e-19 

63 

74 

(AC006418) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314045 

yyf700352126.hl 

BLASTX 

g2996140 

244 

6.0e-21 

67 

70 

(AF051743) fibrillarin [Picea mariana] >gi_2996142 
(AF051744) fibrillarin [Picea mariana] >gi_2996144 
(AF051745) fibrillarin [Picea mariana] 



Seq. No. 


314046 


Seq. ID 


yyf 700352133. hi 


Method 


BLASTN 


NCBI GI 


g3413877 


BLAST score 


245 


E value 


1.0e-135 


Match length 


261 


% identity 


98 


NCBI Description 


Homo sapiens mRNA for KIAA0458 protein 1 


Seq. No. 


314047 


Seq. ID 


yyf 700352160. hi 


Method 


BLASTX 


NCBI GI 


g2809247 


BLAST score 


191 


E value 


9.0e-15 


Match length 


95 


% identity 


22 


NCBI Description 


(AC002560) F21B7.16 [Arabidopsis thalii 


Seq. No. 


314048 


Seq. ID 


yyf700352188.hl 


Method 


BLASTX 


NCBI GI 


g547909 


BLAST score 


366 


E value 


2.0e-35 


Match length 


88 


% identity 


6 


NCBI Description 


ZINC FINGER PROTEIN MLZ-4 (ZINC FINGER 



>gi_423617_pir JN0533 finger protein pMLZ-4 - mouse 
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>gi_200407 (M98502) pMLZ-4 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314049 

yyf700352206.hl 

BLASTN 

g4503078 

194 

1.0e-105 

286 

93 

Homo sapiens colony stimulating factor 3 (granulocyte) 
(CSF3) mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

NCBI Description 



314050 

yyf700352211.hl 

BLASTX 

g2959781 

432 

5.0e-43 

BO / ,f" - 1 ' ' ■ 

(AJ223508) Zwille protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314051 

yyf700352238.hl 

BLASTX 

g4191789 

276 

8.0e-25 

87 

67 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 



Seq. No. 


314052 


Seq. ID 


yyf700352305.hl 


Method 


BLASTX 


NCBI GI 


g4006866 


BLAST score 


372 


E value 


5.0e-36 


Match length 


95 


% identity 


76 


NCBI Description 


(Z99707) putative protein [Arabidopsis thai. 


Seq. No. 


314053 


Seq. ID 


yyf 700352334. hi 


Method 


BLASTX 


NCBI GI 


g557472 


BLAST score 


169 


E value 


3.0e-12 


Match length 


65 


% identity 


49 


NCBI Description 


(U15178) arabinosidase [Bacteroides ovatus] 


Seq. No. 


314054 


Seq. ID 


yyf700352343.hl 


Method 


BLASTX 
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NCBI GI 


g729671 


BLAST score 


207 


E value 


1.0e-16 


Match length 


43 




100 


NCBI Description 


HI STONE H2A >gi 473603 (U08225) histone H2A [Zea mays] 


Sea No 


314055 


Seq. ID 


yyf 700352384. hi 


Method 


BLASTX 


NCBI GI 


g629641 


BLAST score 


328 


E value 


5.0e-31 


Match length 


63 


Sr i Hpnt i t v 


98 


NCBI Description 


PsHSC71.0 protein - garden pea >gi 1076530 pir S53500 




H9P71 0 nrotein - aarden nea >ai 473217 emb CAA83548 




(Z32537) PsHSC71.0 [Pisum sativum] — — — 


Sea No 


314056 


Sea ID 


yyf 700352436. hi ' ' ' - 


Method 


BLASTX 


NCBI GI 


g3688174 


BLAST score 


205 


F. V3 1 IIP 

1_J V 


2 Oe-16 


Match length 


74 






NCBI Descriotion 


(AL031804) putative protein [Arabidopsis thaliana] 


%D C U • ±N \J • 


314057 


Seq. ID 


yyf 700352452. hi 




BLASTX 


NCBI GI 


g3953470 


BLAST score 


288 


7*! "\7"^ 1 no 

J—i V CLJL L1C 


2 Oe-26 


Match lencrth 


64 






NCBI DescriDtion 


(AC002328) F20N2.15 [Arabidopsis thaliana] 


Sea No 


314058 


Seq. ID 


yyf700352459.hl 


Method 


BLASTN 


NCBI GI 


g6478880 


BLAST score 


77 


E value 


2.0e-35 


M^tphi 1 print hi 


161 




72 








r'OTnnl £*t£* r*d*? 






Seq. ID 


yyf 700352577. hi 


Method 


BLASTX 


NCBI GI 


g4587516 


BLAST score 


376 


E value 


2.0e-36 


Match length 


96 



gene, 



44926 



% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(AC007060) Strong similarity to gb_U80583 proteinase TMP 
from Lycopersicon esculentum and is a member of the 
PF_00082 subtilase family. [Arabidopsis thaliana] 

314060 

yyf 700352578. hi 

BLASTX 

gl345587 

296 

2.0e-30 

77 
99 

14-3-3-LIKE PROTEIN GF14-6 >gi_998430_bbs_164522 (S77133) 
GF14-6=14-3-3 protein homolog [Zea mays, XL80, Peptide, 261 
aa] [Zea mays] 

314061 

zla700379659.hl 
BLASTX 

g4206306 - - '* ' ^ 

471 

1.0e-47 

95 
97 

(AF049110) prpol [Zea mays] 
314062 

zla700379678.hl 

BLASTX 

g729671 

198 

1.0e-15 

89 
58 

HISTONE H2A >gi_473603 (U08225) histone H2A [Zea mays] 
314063 

zla700379687.hl 

BLASTX 

g3928098 

177 

4.0e-13 

37 
95 

(AC005770) similar to guanylate binding protein, 
[Arabidopsis thaliana] 



5* partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314064 

zla700379705.hl 

BLASTN 

g2626751 

43 

5.0e-15 

182 
82 

Triticum aestivum retrotransposon Tarl, partial sequence 



44927 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314065 

zla700379750.hl 

BLASTN 

gll29083 

37 

1.0e-ll 

57 

91 

Wheat mRNA for protein H2A, 



314066 

zla700379778.hl 

BLASTX 

g3415134 

225 

5.0e-19 

50 
80 

(AF082024) Phybl 



complete cds, clone wcH2A-2 



[Pimpinella brachycarpa] 



314067 

zla700379791.hl 

BLASTX 

g70654 

337 

8.0e-32 

74 

92 

ubiquitin / ribosomal protein CEP52 - Chlamydomonas 
reinhardtii >gi_18244_emb_CAA43216_ (X60826) ubiquitin 
extension protein (UbCEP52) [Chlamydomonas reinhardtii] 
>gi_18246__emb_CAA33466_ (X15427) ubiquitin/ribosomal 
protein [Chlamydomonas reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



314068 

zla700379837.hl 

BLASTX 

g806299 

237 

4.0e-20 

95 

46 

(M25427) unknown protein [Zea mays] 



314069 

zla700379881.hl 

BLASTX 

g4056495 

150 

3.0e-10 

33 

91 

(AC0058 96) putative TKRP125 
314070 

zla700379913.hl 



[Arabidopsis thaliana] 



44928 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4204265 

225 

5.0e-19 

59 
66 

(AC005223) 



45643 [Arabidopsis thaliana] 



OC^t VtKJ • 


"31 4071 










NCBI GT 


a3953467 

U <^ -S <«J VuT ( 


BLAST score 


154 


F. Vfl 1 11 
i_l V Cl±U\? 


2 . Oe-10 


Match length 


39 


% identity 


39 


IN V^O J. UCoUI±pL±Ull 




Q "M/-<i 




JClj • ID ^ 


7"! s70fnRn0fl7 hi 


Method 


"DT TiQrPTVT 
OliAb 1 JN 




gi y 4i o duo 


D-UriO J. o t-U X. c 




J-j vaxuc 


O • VJ C ID 


Match length 


118 


% identity 


95 


jnodi Description 


Hoitio sapiens mRNA for 26S proteasome subun 




complete cds 


oeq. wo « 


*?1 ^ fi*7 "5 
Ol 4U / O 


beq. ID 


zla/UUooUuoU.ni 


Method 




MPRT 








i—t vaxuc 


7 . Oe-09 


Match length 


29 


% identity 


90 


NCBI Description 


PROBABLE 4 OS RIBOSOMAL PROTEIN S30 


Seq. No. 


314074 


Seq. ID 


zla700380094.hl 


Method 


BLASTX 


NCBI GI 


g4514631 


BLAST score 


146 


E value 


8. Oe-10 


Match length 


66 


% identity 


48 


NCBI Description 


(AB017020) JKTBP [Mus musculus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



314075 

zla700380127.hl 

BLASTN 

g3327087 

218 

1.0e-119 

266 

96 



44929 



NCBI Description Homo sapiens mRNA for KIAA0637 protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314076 

zla700380141.hl 

BLASTX 

g549051 

150 

3.0e-10 

34 * 
82 

TUBULIN ALPHA CHAIN >gi_630810_pir S43425 tubulin alpha 

chain - giant octopus >gi_159725 (L10110) alpha tubulin 
[Octopus dofleini] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314077 

zla700380152.hl 

BLASTN 

g3808091 

106 

9.0e-53 

198 

94 

Homo sapiens chromosome 
sequence [Homo sapiens] 



17, clone hCIT.211_P_7, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314078 

zla700380155.hl 

BLASTN 

g4508154 

75 

2.0e-34 

129 

89 

Homo sapiens clone DJ0555N02, 



complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314079 

zla700380231.hl 

BLASTX 

g728837 

161 

3.0e-ll 

63 

26 

ALU SUBFAMILY SQ WARNING ENTRY 1 ! ! ! 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314080 

zla700380255.hl 

BLASTX 

g2282584 

379 

9.0e-37 

77 
96 

(U76259) elongation factor 1-alpha 



[Zea mays] 



Seq. No. 
Seq. ID 



314081 

zla700380261.hl 



44930 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4322327 

302 

1.0e-27 

91 
59 

(AF080545) 



peptide transporter [Nepenthes alata] 



Seq. No. 

Seq. ID : 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314082 

zla700380272.hl 

BLASTN 

g4589928 

107 

1.0e-53 

131 

95 

Homo sapiens mRNA for fls353, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314083 

zla700380274.hl 

BLASTX 

gl065506 

244 

6.0e-21 

95 

48 

(U40419) 
F17C8.5 



nearly identical to C. elegans predicted protein 
GB:Z35719) [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314084 

zla700380282.hl 

BLASTN 

g37423 

209 

1.0e-114 

241 

97 

Human 2.5 kb mRNA for cytoskeletal tropomyosin TM30 (nm) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



314085 

zla700380462.hl 

BLASTX 

gl21982 

188 

2.0e-14 

58 
67 

HI STONE H2A.2.2 
314086 

zla700380481.hl 
BLASTX " ' ' 
g2623160 
159 

4.0e-ll 

66 

47 



44931 



NCBI Description 



(AF030178) N-acetylglucosaminyl transferase component Gpil 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314087 

zla700380490.hl 

BLASTN 

g902524 

85 

3.0e-40 

181 

92 

Zea mays clone MubGlO ubiquitin fusion protein gene, 
complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314088 

zla700380515.hl 

BLASTX 

g3935148 

442 

4.0e-44 

107 

77 

(AC005106) T25N20.12 [Arabidopsis thaliana] 
314089 

zla700380547.hl 

BLASTX 

g3024018 

366 

2.0e-35 

71 

99 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 

314090 

zla700380613.hl 

BLASTX 

g399854 

172 

2.0e-12 

54 

70 

HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi 22325 emb CAA40565 (X57313) H2B histone [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314091 

zla700380725.hl 

BLASTX 

g3341697 

220 

4.0e-18 

71 

58 

(AC003672) hypothetical protein [Arabidopsis thaliana] 



44932 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314092 

zla700380747.hl 

BLASTX 

gl703380 

188 

1.0e-14 

44 

91 

ADP-RIBOSYLATION FACTOR >gi_11324 8 3_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

314093 

zla700380756.hl 

BLASTN 

g22149 

45 

3.0e-16 

105 
86 

Z.mays mRNA for alpha-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314094 

zuv700352614.hl 

BLASTX 

g4502693 

282 

1.0e-25 

73 
74 

CD 9 antigen (p24) >gi_231724_sp_P21926_CD9_HUMAN CD9 
ANTIGEN (P24) (LEUKOCYTE ANTIGEN MIC3) { MOT I L I T Y-RELATE D 

PROTEIN) (MRP-1) >gi__105588_pir A40402 CD9 antigen - human 

>gi_34769_emb_CAA427 08_ (X60111) MRP-1 (motility related 
protein) [Homo sapiens] >gi_300115_bbs_131345 (S60702) CD9 
antigen [human, leukocytes, Peptide, 228 aa] [Homo sapiens] 
>gi_508496 (L34068) membrane protein [Homo sapiens] 
>gi 1048989 (M38690) CD9 antigen [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314095 

zuv700352619.hl 

BLASTN 

gl518693 

164 

2.0e-87 

215 

94 

Human ubiquitin-homology domain protein PIC1 mRNA, 
cds 



complete 



Seq. No. 
Seq.' ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



314096 

zuv700352637.hl 

BLASTX 

g!23650 

381 

2.0e-40 
95 



44933 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245_pir S03250 heat 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

314097 

zuv700352727.hl 

BLASTX 

g3928084 

250 

1.0e-21 

67 
66 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 

314098 

zuv700352772.hl 

BLASTX 

g66009 

380 

6.0e-37 

75 

99 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) C, 
cytosolic - maize >gi_22238_emb_CAA30151__ (X07156) GADPH 
(AA 1-337) [Zea mays] 

314099 

zuv700352775.hl 

BLASTX 

g548492 

400 

2.0e-39 

89 

91 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTORONIDASE) 

>gi__629853_pir S30066 polygalacturonase - maize 

>gi_288379_emb__CAA45751_ (X64408) polygalacturonase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



314100 

zuv700352776.hl 

BLASTX 

gl362008 

320 

6.0e-30 

79 

17 

ubiquitin-like protein 12 
314101 

zuv700352824.hl 

BLASTX 

g3249065 



- Arabidopsis thaliana 



44934 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



248 

9.0e-22 -c- 

56 

84 

(AC004473) Similar to HAK1 gb_U22945 high affinity 
potassium transporter from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



. 314102 

zuv700352836.hl 

BLASTN 

g4140643 

53 

5.0e-21 

77 

92 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity^ 

NCBI Description 



Seq. No. 
Seq. ID 



314103 

zuv700352848.hl 

BLASTX 

g548493 

224 

6.0e-19 

59 

76 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_629854_jpir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA47052_ (X66422) polygalacturonase [Zea 
mays] 

314104 

zuv700352873.hl 

BLASTN 

g3492893 

143 

5.0e-75 

163 

97 

Homo sapiens chromosome 17, clone hCIT. 131_K_11, complete 
sequence [Homo sapiens] 

314105 

zuv700352875.hl 

BLASTX 

g2245136 

226 

1.0e-28 

94 

59 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

314106 

zuv700352882.hl 



44935 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4150963 

145 

2.0e-09 

56 

54 

(Y18620) 



DsPTPl protein [Arabidopsis thaliana] 



314107 

zuv70035~3081.hl 

BLASTX 

g3135271 

174 

4.0e-13 

50 
64 

(AC003058) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314108 

zuv700353105.hl 

BLASTX 

g2827551 

161 

3.0e-ll 

56 
48 

(AL021635) predicted protein [Arabidopsis thaliana] 
314109 

zuv700353135.hl 

BLASTX 

g4432825 

221 

2.0e-23 
66 

80". 

(AC006593) putative SOP2p protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314110 

zuv700353136.hl 

BLASTX 

gl518259 

245 

3.0e-21 

68 

69 

(Y07596) gpi8 [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



314111 

zuv700353146.hl 

BLASTN 

g4206125 

58 

4.0e-24 

110 

88 



44936 



# 



NCBI Description Homo sapiens map 3p22; 9.65 cR from CHLC . GAT A8 7 B 0 2 repeat 
region, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314112 

zuv700353147.hl 

BLASTN 

g2832242 

34 

9.0e-10 

54 
91 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
314113 

zuv700353151.hl 

BLASTX 

g425194 

201 

4.0e-16 

42 

88 

(L26243) heat shock protein [Spinacia oleracea] >gi_2660772 
(AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 

314114 

zuv700353168.hl 

BLASTX 

gll84774 

311 

7.0e-29 

64 

92 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

314115 

zuv700353178.hl 

BLASTN 

g22458 

223 

1.0e-122 

247 

98 

Z.mays pollen specific mRNA C-terminal 



(clone 4H7) 



314116 

zuv700353239.hl 

BLASTX 

g2739370 

251 

8 . 0e-22 

97 

54 

(AC002505) putative pectinesterase [Arabidopsis thaliana] 



Seq. No. 



314117 



44937 



ij ™ • 1U 


zuv700353257 hi 




BLASTN 


NCBI GI 


g4191249 


BLAST score 


104 
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NOBT GI 

J-N J—> X. VJ X. 


al911582 


BLAST score 


244 


E value 


6.0e-21 


Match length 


69 


% identity 


62 


NCBI Description 


(S83343) Cyn d 




grass, pollen, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l=major allergen [Cynodon dactylon=Bermuda 
Peptide Partial, 246 aa] [Cynodon dactylon] 

314119 

zuv700353267.hl 

BLASTX 

g3879192 

200 

9.0e-16 

87 

45 

(Z50795) weak similarity with yeast cat8 regulatory protein 
(Swiss Prot accession number P39113); cDNA EST EMBL.Z14554 
comes from this gene; cDNA EST EMBL.T02057 comes from this 
gene; cDNA EST EMBL.D75504 comes from this gene; 

314120 

zuv700353524.hl 

BLASTX 

g399940 

157 

5.0e-ll 

32 

97 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 

>gi_100004_pir S25005 heat shock protein,- 70K - kidney 

bean >gi_22636_emb_CAA47345_ (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 

314121 

zuv700353575.hl 

BLASTX 

g4567251 

15-0 

3.0e-10 

34 

76 

(AC007070) unknown protein [Arabidopsis thaliana] 



Seq. No. 



314122 



44938 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zuv700353586.hl 

BLASTX 

g2827544 

161 

1.0e-ll 

50 
68 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314123 

zuv700353657.hl 

BLASTX 

g283049 

366 

2.0e-35 

76 

93 

polygalacturonase {EC 3.2.1.15) precursor (clone W2247) - 

maize (fragment) >gi_481079_pir S37718 polygalacturonase - 

maize >gi_22426_emb_CAA44248_ (X62384) polygalacturonase 
[Zea mays] >gi_287830_emfo_CAA47234_ (X66692) 
polygalacturonase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314124 

zuv700353696.hl 

BLASTX 

gl710032 

178 

1.0e-13 

58 

57 

RETINOBLASTOMA BINDING PROTEIN 2 (RBBP-2) 

>gi_2136106_pir 178879 retinoblastoma binding protein 2 - 

human >gi__435778_bbs_138858 (S66431) retinoblastoma binding 
protein 2, RBP2 [human, Nairn- 6 pre-B cell leukemia, 
Peptide, 1722 aa] [Homo sapiens] 



Seq. No. 


314125 


Seq. ID 


zuv700353715.hl 


Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


197 


E value 


2.0e-22 


Match length 


73 


% identity 


84 


NCBI Description 


(AJ012165) chloroplast 


Seq. No. 


314126 


Seq. ID 


zuv700353723.hl 


Method 


BLASTX 


NCBI GI 


gl69705 


BLAST score 


146 


E value 


9.0e-10 


Match length 


37 


% identity 


81 


NCBI Description 


(M64737) ATPrpyruvate ] 



[Capsicum annuum] 



[Ricinus communis] 



44939 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314127 

zuv700353726.hl 

BLASTX 

g548774 

193 

2.0e-15 

51 

76 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314128 

zuv700353742.hl 

BLASTX 

g3885880 

354 

6.0e-34 

93 
75 

(AF093628) protochlorophyllide reductase homolog [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314129 

zuv700353855.hl 

BLASTX 

g3377517 

318 

9.0e-30 

85 

66 

(AF073361) nitrate transporter NTL1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314130 

zuv700353857.hl 

BLASTX 

g576509 

243 

6.0e-21 

88 
56 

(L36857) GTP-binding protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314131 

zuv700353950.hl 

BLASTX 

g629852 

266 

2.0e-29 

79 

89 

polygalacturonase - maize >gi_288367_emb_CAA4 6680_ (X65845) 
polygalacturonase [Zea mays] 



Seq. No, 
Seq. ID 



314132 

zuv700354129.hl 



44940 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4006978 

147 

1.0e-09 

82 

41 

(AJ131335) 



pollen allergen (group II) [Cynodon dactylon] 



314133 

zuv700354261.hl 

BLASTX 

gl934972 

155 

8.0e-ll 

41 

68 

(Y08611) 
synthase 



dihydropterin pyrophosphokinase /dihydropteroate 
[Pisum sativum] 



314134 

zuv700354274.hl 

BLASTN 

g2285789 

141 

1.0e-73 

291 

88 

Rattus norvegicus 



mRNA for p47, complete cds 



314135 

zuv700354285,hl 

BLASTN 

g4505578 

253 

1.0e-140 

289 

97 

Homo sapiens paired basic amino acid cleaving enzyme 
(furin, membrane associated receptor protein) (PACE) mRNA 
>gi_31477_emb_X17094_HSFUR Human fur mRNA for furin 

314136 

zuv700354308.hl 

BLASTN 

g22458 

298 

1.0e-167 

306 
99 

Z.mays pollen specific mRNA C- 
314137 

zuv700354316.hl 
BLASTX 
g4406528 
456 

9.0e-4 6 



terminal (clone 4H7) 



44941 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
89 

(AF126799) delta-6 fatty acid desaturase [Homo sapiens] 
314138 

zuv700354357.hl 

BLASTN 

g461187 

133 

4.0e-69 

157 

96 

Human mRNA for fructose-bisphosphate aldolase A, 5'UTR 
(sequence from the 5* cap to the start codon) 

314139 

zuv700354365.hl 

BL&STN 

gl877217 

70 

3.0e-31 ' ' 

155 

97 

Human DNA sequence from cosmid U105G4, between markers 
DXS366 and DXS87 on chromosome X contains ESTs 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314140 

zuv700354391.hl 

BLASTX 

g4204312 

215 

7.0e-18 

53 
74 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

314141 

zuv700354395.hl 

BLASTN 

g2781403 

104 

8.0e-52 

120 

97 

Homo sapiens clone DT1P1A7 mRNA, CAG repeat region 
314142 

zuv700354407.hl 

BLASTX 

g4539404 

329 

6.0e-31 

94 

68 

(AL049524) putative protein [Arabidopsis thaliana] 



44942 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314143 

zuv700354414.hl 

BLASTN 

g4416300 

158 

1.0e-83 

281 

45 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



314144 

zuv700354418.hl 

BLASTN 

gl90892 

58 

2.0e-24 

104 

100 

Human ras inhibitor mRNA, partial cds 
314145 

zuv700354451.hl 

BLASTX 

g3688181 

148 

2.0e-12 

62 ' 
71 

(AL031804) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



314146 

zuv700354594.hl 

BLASTX 

g4530126 

153 

1.0e-10 

47 

62 

(AF078082) receptor-like protein kinase homolog RK20- 
[Phaseolus vulgaris] 



314147 

zuv700354682.hl 

BLASTN 

g22458 

153 

9.0e-81 

273 

89 

Z.mays pollen specific 



mRNA C- terminal (clone >4H7) 



314148 

zuv700354686.hl 

BLASTN 

g4240040 



44943 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

7.0e-38 

85 

99 

Zea mays ZmGR2c mRNA, complete cds 
314149 

zuv700354705.hl 

BLASTX 

g4586036 

205 

2.0e-16 

95 
40 

(AC007109) hypothetical protein [Arabidopsis thaliana] 
314150 

zuv700354748.hl 

BLASTX 

g3928519 

249 

1.0e-21 

67 
76 

(AB011670) wpk4 protein kinase [Triticum aestivum] 
314151 

zuv700354757.hl 

BLASTX 

g2149640 

219 

2.0e-18 

49 

86 

(U91995) Argonaute protein [Arabidopsis thaliana] 
314152 

zuv700354816.hl 

BLASTX 

g3337361 

213 

3.0e-20 

86 

55 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 



314153 

zuv700354820.hl 

BLASTN 

gl914844 

235 

1.0e-129 

278 
96 

Zea mays ligulelessl protein 
cds 



(ligulelessl) mRNA, complete 



44944 



Seq. No, , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314154 

zuv700354831.hl 

BLASTX 

g3953507 

289 

2.0e-26 

89 

82 

(AC005035) nik-like; similar to U88984 (PID:gl872546) [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314155 

zuv700354866.hl 

BLASTX 

g283049 

369 

1.0e-35 

83 
90 

polygalacturonase (EC 3 .2. 1,15) precursor (clone W2247) - 

maize (fragment) >gi_481079_pir S37718 polygalacturonase 

maize >gi_22426_emb_CAA44248_ (X62384) polygalacturonase 
[Zea mays] >gi_287830_emb_CAA47234_ (X66692) 
polygalacturonase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314156 

zuv700354870.hl 

BLASTX 

gl086860 

156 

1.0e-10 

86 
38 

(U41272) Similar to man(9)< 
[Caenorhabditis elegans] 



■alpha-mannosidase . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314157 

zuv700354963.hl 

BLASTN 

g485376 

121 

7.0e-62 

177 

92 

Zea mays alpha-3- 



tubulin gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314158 

zuv700354964.hl 

BLASTX 

g3128168 

170 

1.0e-12 

50 

62 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



44945 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314159 

zuv700354972.hl 

BLASTX 

g2258469 

218 

3.0e-18 

63 
63 

(AF009179) replication protein Al [Oryza sativa] 



314160 

zuv700355028 
BLASTX 
g3482913 
164 

2.0e-ll 

91 

38 

(AC003970) 
truncatula 



.hi 



Similar to MtN21, gi_2598575, Megicago 
nodulation induced gene [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



314161 

zuv700355048.hl 

BLASTX 

g4185796 

170 

1.0e-12 „ 

55 

60 

(AF103796) placenta-specific ATP-binding cassette 
transporter [Homo sapiens] 

314162 

zuv700355237.hl 

BLASTX 

gl203832 

270 

5.0e-24 

96 

53 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

314163 

zuv700355407.hl 

BLASTX 

g3093294 

305 

4.0e-28 
88 

.64 

(Y12782) putative villin [Arabidopsis thaliana] 
314164 

zuv700355460.hl 
BLASTX 



44946 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3719211 
203 

3.0e-16 

63 

59 

(U97021) 



UIP2 [Arabidopsis thaliana] 



314165 

zuv700355541.hl 

BLASTN 

g2832242 

41 

7.0e-14 

41 

100 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
314166 

zuv700355542.hl 

BLASTN 

g433042 

54 

1.0e-21 

168 

89 

Zea mays W-22 clone PREM-1C retroelement PREM-1, partial 
sequence 

314167 

zuv700355553.hl 

BLASTX 

g3093294 

159 

5.0e-ll 

93 

43 

(Y12782) putative villin [Arabidopsis thaliana] 
314168 

zuv700355559.hl 

BLASTX 

g2827709 

160 

2.0e-ll 

48 

69 

(AL021684) predicted protein [Arabidopsis thaliana] 
314169 

zuv700355627.hl 

BLASTN 

g902583 

64 

5.0e-28 

104 
34 

Zea mays clone MubGl ubiquitin gene, complete cds 



44947 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



314170 

zuv700355634.hl 

BLASTX 

gl703302 

311 

6.0e-29 

87 

75 

BETA-AMYLASE (1,4 - ALPHA- D-GLUC AN MALTOHYDROLASE) 

>gi_480593_pir S37075 beta-amylase (EC 3.2.1.2) - maize 

>gi_397959_emb_CAA81091_ (Z25871) beta-amylase [Zea mays] 

314171 

zuv700355644.hl 

BLASTN 

g4506666 

68 

3.0e-30 

154 

86 

Homo sapiens ribosomal protein, large, P0 (RPLPO) mRNA 
>gi_190231_gb_M17885_HUMPPARP0 Human acidic ribosomal 
phosphoprotein P0 mRNA, complete cds 

314172 

zuv70035 1 5649.hl 

BLASTX 

gll72836 

164 

1.0e-ll 

50 

70 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_496272 (L16787) 
small ras-related protein [Nicotiana tabacum] 

314173 

zuv700355659.hl 

BLASTX 

g283049 

145 

2.0e-09 

68 

50 

polygalacturonase (EC 3.2.1.15) precursor (clone W2247) - 

maize (fragment) >gi_481079_pir S37718 polygalacturonase 

maize >gi_22426_emb_CAA4 4248_ (X62384) polygalacturonase 
[Zea mays] >gi_287830_emb_CAA47234_ (X66692) 
polygalacturonase [Zea mays] 

314174 

zuv700355692.hl 

BLASTX 

gl332579 

198 

1.0e-26 

80 



44948 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

'E value 

Match length** 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8 

(X98063) polyubiquitin [Pinus sylvestris] 
314175 

zuv700355701.hl 

BLASTX 

g548492 

175 

1.0e-13 

58 
84 

EXO POL YGALAC T URONAS E PRECURSOR (EXOPG) (PECTINASE) 
{ GALACTURAN 1 , 4 -AL PHA-GALAC T URON I DAS E ) 

>gi_629853_pir S30066 polygalacturonase - maize 

>gi_288379_emb_CAA45751_ (X64408) polygalacturonase 
mays] 



[Zea 



314176 

zuv700355742.hl 

BLASTX 

gll76004 

169 

3.0e-12 

79 

49 

HYPOTHETICAL 40.4 KD PROTEIN IN PES4-HIS2 INTERGENIC REGION 
>gi_836779__dbj__BAA09263.1_ (D50617) YFR024C [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314177 

zuv700355816.hl 

BLASTN 

g396148 

56 

8.0e-23 

80 

93 

Z.mays CHI gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314178 

zuv700355826.hl 

BLASTX 

g4469023 

311 

6.0e-29 

69 

84 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method - 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



314179 

zuv700355878.hl 

BLASTN 

g293901 

72 

2.0e-32 

128 

89 



44949 



NCBI Description 



Zea mays Zea ml gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314180 

zuv700355892.hl 

BLASTN 

g4505288 

110 

2.0e-55 

130 

96 

Homo sapiens mevalonate (diphospho) decarboxylase (MVD) 
mRNA >gi_1235681_gb_U49260_HSU4 9260 Human mevalonate 
pyrophosphate decarboxylase (MPD) mRNA, complete cds 



314181 

zuv700355934.hl 

BLASTX 

g70774 

419 

1.0e-41 

84 
100 

histone H4 (TH091) ■ 
[Triticum aestivum] 



wheat >gi_170747 (M12277) histone H4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314182 

zuv700355941.hl 

BLASTX 

g!00665 

308 

2.0e-28 

60 

100 

calmodulin 2 (clone lambda DASH) - rice 

>gi_20190_emb_CAA78288_ (Z12828) calmodulin [Oryza sativa] 
>gi_310313 (L18914) calmodulin [Oryza sativa] 

314183 

zuv700355972.hl 

BLASTX 

g4139188 

414 

6.0e-41 

89 
94 

(AF095257) heterogeneous nuclear ribonucleoprotein C1/C2; 
hnRNP C1/C2 [Mus musculus] 

314184 

zuv700355984.hl 

BLASTN 

gl78083 

93 

3.0e-45 

141 

91 

Homo sapiens adenylyl cyclase-associated protein (CAP) 



44950 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



mRNA, complete cds 
314185 

zuv700356002.hl 

BLASTX 

g627468 

232 

1.0e-19 

88 

58 

hypothetical protein 1 - human >gi_ 
(D13635) KIAA0010 [Homo sapiens] 



_2 8 5 9 8 3__db j _BAA G 2 7 9 9_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314186 

zuv700356029.hl 

BLASTX 

g4539009 

262 

4.0e-23 

96 

53 

(AL049481) putative protein [Arabidopsis thaliana] 
314187 

zuv700356055.hl 

BLASTX 

g548492 

487 

2.0e-49 

94 

99 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_629853jpir S30066 polygalacturonase - maize 

>gi_288379_emb_CAA45751_ (X64408) polygalacturonase [Zea 
mays] 

314188 

zuv700356069.hl 

BLASTX 

gll72835 

151 

2.0e-10 

40 

72 

GTP-BINDING NUCLEAR PROTEIN RAN-A1 >gi_496268 
GTP-binding protein [Nicotiana tabacum] 



314189 

zuv700356086.hl 

BLASTX 

g479357 

183 

7.0e-14 

93 
42 

hypothetical protein 612 



(L16767) 



- maize transposon MuA2 



44951 



>gi_22375_emb_CAA44165_ (X62251) ORF [Zea mays] 



Sea. No. 


314190 


Seq. ID 


zuv700356133.hl 


Method 


BLASTX 




CT 2827631 


j_ji_ut.o x o^/Uic 


275 


E value 






87 




u u 




^2iT.n / ?1 ^ tmtI~ a"f~ t tto rtTAfoi n rZivaV^nH/^iT^QiQ i*ha1 i ana 
\±\±j\j£. J-\)0\j ) puuaul vc j_>x vJ L. t; JLli [nxaJJluupoXo uiictxj-diict. 


Sea No 


314191 


Seq. ID 


zuv700356141.hl 


Method 


BLASTX 


NCRT 


a2262105 


DiiaOl SUUiC 


1 fif) 


Hi Vaiuc 


*± • Uc 11 


I'lctUOii icily Uii 




S- A /-l ^ I"* "I - t 4-i7 
t> lUSIiLlLy 




LNODX UcoLIipLlUIl 


fZif'nO'?'^.^.'^^ n ti V"Ti /"m«tt"» nrri'l" w r 7\ y» u 1 /"I /^>T*\ on O 4- V\ a "1 -i anal 
^ri^/U U^-Ofs O y UliJVllwWXl pXvJLcXIl [-""^ aJJXUvjtyo X o LIlclllcUlGL j 


Sea No 


314192 


U • -L L/ 


•711^700^690 9 hi 
i< u v / yyjjoz,u j»iu 


Met* VioH 


RT.ASTN 


NCBI GI 


g293886 


BLAST score 


77 


E value 


1.0e-35 


Match length 


159 


% identity 


97 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase 




end, (clone GAPC3 ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314193 

zuv700356288.hl 

BLASTX 

gl076678 

271 

4.0e-24 

57 
96 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314194 

zuv700356467.hl 

BLASTN 

g602605 

104 

8.0e-52 

136 

94 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



314195 

zuv700356637.hl 

BLASTN 

g313139 



44952 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



131 

7.0e-68 

167 

95 

Z.mays ZmPR02 mRNA for profilin 
314196 

zuv700356739.hl 

BLASTX 

g22422 

171 

1.0e-12 

53 
68 

(X57743) polygalacturonase [Zea mays] 
314197 

zuv700356762.hl 

BLASTX 

g3608128 

256 

1.0e-22 

58 

76 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
>gi_4263794_gb_AAD15454_ (AC006068) hypothetical protein 
[Arabidopsis thaliana] 

314198 

zuv700356779.hl 

BLASTX 

g2190543 

148 

5.0e-10 

60 
52 

(AC001229) EST gb_N37484 comes from this gene. [Arabidopsis 
thaliana] 

314199 

zuv700356834.hl 
BLASTX 
g283049 
4 95 

2.0e-50 

94 

100 

polygalacturonase (EC 3.2.1.15) precursor (clone W2247) - 

maize (fragment) >gi_48107 9_pir S37718 polygalacturonase - 

maize >gi_22426_emb_CAA44248_ (X62384) polygalacturonase 
[Zea mays] >gi_287830_emb_CAA47234__ (X66692) 
polygalacturonase [Zea mays] 

314200 

zuv700356847.hl 

BLASTN 

g288611 



44953 



BLAST score 


47 


W Tra Inn 


/ . uc x 0 


l v J<2L-Oll Xeliyt-il 


-70 
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064. 1NO. 




9^rr TTj 


7iiv700' 3 ) i: )699^ hi 

Zj U. v / UU J JU J J J • ill 


rue uxiwu 


DXiraO 1 A. 


NCBI GI 


g3201554 


BLAST score 


254 


£j value 


z. • t. z. z. 


J-YlcLL-CIl xeiiyull 


-J 0 


luciiLity 
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J X flZVJZ 
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zuv7003S7140 hi 
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WUD1 OX 


rr1 1 6Q1 ft6 


DlUlO J. OOWld 


9di 


J_i V CL-L Li. C 


1 0^-90 


jyj.ai.cn xengi-n 


1 ni 
xu X 


% identity 


50 


NCBI Description 


THIOL PROTEASE SEN102 PRECURSOR >gi_l 




cysteine proteinase ~* Heinerocallis sp 




>gi xod4UZ4 pi^ / / / / cysteine prou 




Heirierocallis x hybrida >gi 396568 eitib 




llllOl prOLcaoc J_jn.culcXvJC^a.XXXo bp * j 


oeq. no. 


•31 a 0 m 


oeq. xu 


ZU V /UUjO /X / i.ui 




XjJLltIO 1 IN 


NCBI GI 


g288611 


BLAST score 


77 


E value 




ftA -^i V\ 1 i^n 4— Vv 

LYidCCIl Xt5IlyL.Il 


1 AA 
X ft 


15 xa.em-xi.y 


0 


LNUDl UCOLylXyLJ-Uli 


Li • alio. y 0 jtu yene iui puiyyaici^ l. ui uiidoc 


oeq • JNO • 




O Ci . 1 U 


Z. U. V /-L/ UjJ / 11U . ill 


Mpthod 


BLASTX 


NCBI GI 


g4218011 


BLAST score 


339 


E value 


4.0e-32 


Match length 


98 


% identity 


81 



S36421 



(X74406) 



NCBI Description 



(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



314205 

zuv700357419.hl 

BLASTX 

g553073 

315 



44954 



E value 3.0e-29 

Match length 98 

% identity 68 

NCBI Description (M94481) reverse transcriptase [Zea mays] 

Seq. No. 314206 

Seq. ID zvd700460542.hl 

Method BLASTX 

NCBI GI - g3935181 

BLAST score 179 

E value 1.0e-13 

Match length 37 

% identity 89 

NCBI Description (AC004557) F17L21.24 [Arabidopsis thaliana] 



Seq. No. 314207 

Seq. ID zvd700460589.hl 

Method BLASTN 

NCBI GI g2198850 

BLAST score 44 

E value 6.0e-16 

Match length 48 

% identity 98 

NCBI Description Zea mays cystathionine gamma-synthase (CGS1) mRNA, complete 
cds 

Seq. No. 314208 

Seq. ID zvd700460657.hl 

Method BLASTX 

NCBI GI g3360289 

BLAST score 240 

E value 8.0e-21 

Match length 48 

% identity 96 

NCBI Description (AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

Seq. No. 314209 

Seq. ID zvd700460669.hl 

Method BLASTX 

NCBI GI g3860277 

BLAST score 240 

E value 1.0e-20 

Match length 89 

% identity 60 

NCBI Description (AC005824) putative ribosomal protein L10 [Arabidopsis 



thaliana] >gi_4314394_gb_AAD15 604__ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



314210 

zvd700460692.hl 

BLASTX 

g4581109 

230 

1.0e-19 

52 
81 



44955 



NCBI Description 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 
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(AC005825) unknown protein 
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LIB143-001-Q1-E1-A11 
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LIB143-001-Q1-E1-C10 
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No. 
ID 


314396 
LIB143- 


■015 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


314397 
LIB143- 


■015 


-Ql- 


-El 


-B7 


Seq. 


No. 


314398 










Seq. 
Seq. 


No. 

ID 


314399 
LIB143- 


•015 


-Ql- 


-El 


-C12 


Seq. 


No. 


314400 
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Seq. 


ID 


LIB143- 


■015- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


314401 
LIB143- 


■015- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


314402 
LIB143- 


■015- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 
ID 


314403 
LIB143- 


■015- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


314404 
LIB143- 


■015- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


314405 
LIB143- 


■015- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


314406 
LIB143- 


•015- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


314407 
LIB143- 


•015- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


314408 
LIB143- 


•015- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 
ID 


314409 
LIB143- 


•015- 


-Ql 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


314410 
LIB143- 


■015- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 
ID 


314411 
LIB143- 


•015- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


314412 
LIB143- 


•015- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 
ID 


314413 
LIB143- 


•015- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


.314414 
LIB143- 


■016- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


314415 
LIB143- 


■016- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


314416 
LIB143- 


■016- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


314417 
LIB143- 


016- 




-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


314418 
LIB143- 


016- 


-Ql- 


-El- 


-B12 


Seq. 


No. 


314419 
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Seq. 


ID 


LIB143- 


■016' 


-Ql- 


-El' 


-B2 


Seq. 
Seq. 


No. 

ID 


314420 
LIB143- 


-016> 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


314421 
LIB143- 


•016- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


314422 
LIB143- 


■016- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


314423 
LIB143- 


■016- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


314424 
LIB143- 


■016- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


314425 
LIB143- 


■016- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 
ID 


314426 
LIB143- 


■016- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


314427 
LIB143- 


•016- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


314428 
LIB143- 


■016- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No, 
ID 


314429 
LIB143- 


■016- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


314430 
LIB143- 


■016- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


314431 
LIB143- 


■016-Q1- 


-El- 


-G2 


Seq. 
Seq. 


No. 
ID 


314432 
LIB143- 


■016- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


314433 
LIB143- 


016- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


314434 
LIB143- 


016- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


314435 
LIB143- 


017- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


314436 


017- 


-Ql- 


JZj X 




Seq. 
Seq. 


No. 
ID 


314437 
LIB143- 


017- 


■Ql- 


-El- 


-A7 


Seq. 


No. 


314438 
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Seq. 


ID 


LIB143- 


017 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 
ID 


314439 
LIB143- 


017' 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 
ID 


314440 
LIB143- 


017' 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 
ID 


314441 
LIB143- 


017' 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


314442 
LIB143- 


■017 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


314443 
LIB143- 


•017 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


314444 
LIB143- 


•017 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 
ID 


314445 
LIB143- 


■017 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


314446 
LIB143- 


■017 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


314447 
LIB143- 


■017 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


314448 
LIB143- 


■017 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 
ID 


314449 
LIB143- 


■017 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 
ID 


314450 
LIB143- 


■017 


-Ql 


-El- 


-Gil 


Seq. 
Seq. 


No. 
ID 


314451 
LIB143- 


■017 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


314452 
LIB143- 


■018 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 
ID 


314453 
LIB143- 


■018 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


314454 
LIB143- 


■018 


-Ql- 


-El- 


-A9 


Seq. 
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No. 
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314455 
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Seq. 
Seq. 


No. 

ID 


314456 
LIB143- 


■018 


-Ql- 


-El- 


-B3 


Seq. 


No. 


314457 
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Seq. 


ID 


LIB143- 


018- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


314458 
LIB143- 


018- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 
ID 


314459 
LIB143- 


■018- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


314460 
LIB143- 


■018- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


314461 
LIB143- 


■018- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


314462 
LIB143- 


■018- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


314463 
LIB143- 


■018- 


-Ql" 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


314464 
LIB143- 


-018- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


314465 
LIB143- 


•018- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


314466 
LIB143- 


■018- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


314467 
LIB143- 


-018- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 
ID 


314468 
LIB143- 


-018- 


-Ql* 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


314469 
LIB143- 


-018 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


314470 
LIB143- 


-018 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


314471 
LIB143- 


-018 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 
ID 


314472 
LIB143- 


-018 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


314473 
LIB143- 


-018 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 
ID 


314474 
LIB143- 


-019 


-01- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


314475 
LIB143- 


-019 


-Ql- 


-El 


»A3 


Seq. 


No. 


314476 











44969 



Seq. 


ID 


LIB143- 


019- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


314477 
LIB143- 


019- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 
ID 


314478 
LIB143- 


019- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 
ID 


314479 
LIB143- 


019- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


314480 
LIB143- 


019- 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 
ID 


314481 
LIB143- 


■019- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 
ID 


314482 
LIB143- 


•019- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 
ID 


314483 
LIB143- 


•019- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


314484 
LIB143- 


■019- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


314485 
LIB143- 


-019- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


314486 
LIB143- 


■019- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


314487 
LIB143- 


■019- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


314488 
LIB143- 


■019- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


314489 
LIB143- 


•019- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


314490 
LIB143- 


■019- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


314491 
LIB143- 


■020' 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 
ID 


314492 
LIB143- 


-020- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


314493 
LIB143- 


•020' 


-01- 

V- 1 - 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


314494 
LIB143- 


-020- 


-Ql- 


-El- 


-C6 


Seq. 


No. 


314495 
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Seq. 


ID 


LIB143- 


020- 


-Ql- 


■El- 


-D10 


Seq. 
Seq. 


No. 

ID 


314496 
LIB143- 


020- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


314497 
LIB143- 


020- 


-Ql- 


-El- 


»G1 


Seq. 
Seq. 


No. 
ID 


314498 
LIB143- 


020- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


314499 
LIB143- 


020- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


314500 
LIB143- 


•020- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 
ID 


314501 
LIB143- 


■020- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


314502 
LIB143- 


■020- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


314503 
LIB143- 


-020- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


314504 
LIB143- 


■021' 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


314505 
LIB143- 


•021- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


314506 
LIB143- 


■021 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


314507 
LIB143- 


■021 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


314508 
LIB143- 


■021 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 
ID 


314509 
LIB143- 


-021 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


314510 
LIB143- 


-021 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


314511 
LIB143- 


-021 


-Ql- 


-El- 


-C4 


Seq. 
Seq . 


No. 

ID 


314512 
LIB143- 


-021 


-01- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


314513 
LIB143- 


-021 


-Ql- 


-El- 


-El 


Seq. 


No. 


314514 
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Seq. 


ID 


LIB143- 


-021 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 
ID 


314515 
LIB143- 


-021 


-Ql- 


-El 


-F6 


Seq* 
Seq. 


No. 

ID 


314516 
LIB143- 


-021 


-Ql- 


-El' 


-HI 


Seq. 
Seq. 


No. 

ID - 


314517 
LIB143- 


■021- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


314518 
LIB143- 


-022 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


314519 
LIB143- 


-022 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 
ID 


314520 
LIB143- 


■022 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


314521 
LIB143- 


■022 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


314522 
LIB143- 


■022- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


314523 
LIB143- 


•022- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 
ID 


314524 
LIB143- 


■022- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


314525 
LIB143- 


•022- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


314526 
LIB143- 


■022- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


314527 
LIB143- 


■022- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


314528 
LIB143- 


■022- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


314529 
LIB143- 


022- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


314530 
LIB143- 


022- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


314531 
LIB143- 


022- 


-Ql- 


■El- 


-E12 


Seq. 
Seq. 


No. 

ID 


314532 
LIB143- 


022- 


-Ql- 


-El- 


■E5 


Seq. 


No. 


314533 
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Seq. 


ID 


LIB143- 


•022 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


314534 
LIB143- 


•022- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


314535 
LIB143- 


■022- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


314536 
LIB143- 


■022- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


314537 
LIB143- 


■022- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


314538 
LIB143- 


■022 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


314539 
LIB143- 


•023 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


314540 
LIB143- 


•023- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


314541 
LIB143- 


•023- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


314542 
LIB143- 


•023- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


314543 
LIB143- 


023 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


314544 
LIB143- 


•023- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 
ID 


314545 
LIB143- 


023- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


314546 
LIB143- 


023- 


-Ql- 


-El- 


-Ql 


Seq. 
Seq. 


No. 
ID 


314547 
LIB143- 


023- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 
ID 


314548 
LIB143- 


■023- 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 
ID 


314549 
LIB143- 


023- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


314550 
LIB143- 


023- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


314551 
LIB143- 


023- 


-Ql- 


-El- 


-E7 


Seq. 


No. 


314552 
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Seq. 


ID 


LIB143- 


023- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


314553 
LIB143- 


023- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


314554 
LIB143- 


023- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


314555 
LIB143- 


■023- 


-Ql- 


■El- 


-F4 


Seq. 
Seq. 


No. 

ID 


314556 
LIB143- 


■023- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


314557 
LIB143- 


023- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


314558 
LIB143- 


■023- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


314559 
LIB143- 


■023- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


314560 
LIB143- 


■023- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 
ID 


314561 
LIB143- 


■023- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


314562 
LIB143- 


■023 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 
ID 


314563 
LIB143- 


■024 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 
ID 


314564 
LIB143- 


-024' 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


314565 
LIB143- 


-024 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 
ID 


314566 
LIB143- 


-024 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


314567 
LIB143- 


■024 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


314568 
LIB143- 


■024 


-Ql- 


-El- 


-B3 


Seq. 
Seq . 


No. 

ID 


314569 
LIB143- 


-024 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


314570 
LIB143- 


•024 


-Ql- 


-El 


-C12 


Seq. 


No. 


314571 
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Seq. 


ID 


LIB143- 


024- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


314572 
LIB143- 


024- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


314573 
LIB143- 


024- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


314574 
LIB143- 


024- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 
ID 


314575 
LIB143- 


■024- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


314576 
LIB143- 


024- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


314577 
LIB143- 


■024- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 
ID 


314578 
LIB143- 


■024- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


314579 
LIB143- 


-024- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 
ID 


314580 
LIB143- 


■024- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


314581 
LIB143- 


-024 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


314582 
LIB143- 


-024 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 
ID 


314583 
LIB143- 


-024 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 
ID 


314584 
LIB143- 


-024 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


314585 
LIB143- 


-024 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


314586 
LIB143- 


-025 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


314587 
LIB143- 


-025 


-Ql- 


-El- 


-A6 


Seq. 
Sea . 


No. 

ID 


314588 
LIB143- 


-025 


-Ql- 


-El- 


-B1 


Seq. 
Seq. 


No. 

ID 


314589 
LIB143- 


-025 


-Ql- 


-El 


-B10 


Seq. 


No. 


314590 











44975 



Seq. 


ID 


LIB143- 


025- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


314591 
LIB143- 


025- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


314592 
LIB143- 


025- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


314593 
LIB143- 


025- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


314594 
LIB143- 


■025- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 
ID 


314595 
LIB143- 


■025- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


314596 
LIB143- 


■025- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


314597 
LIB143- 


■025- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


314598 
LIB143- 


■025 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


314599 
LIB143- 


■025 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


314600 
LIB143- 


■025 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


314601 
LIB143- 


•025- 


-Ql- 


-El' 


-Fl 


Seq. 
Seq. 


No. 

ID 


314602 
LIB143- 


■025 


-Ql- 


-El' 


-Fll 


Seq. 
Seq. 


No. 

ID 


314603 
LIB143- 


■025- 


-Ql- 


-El' 


-F2 


Seq. 
Seq. 


No. 

ID 


314604 
LIB143- 


■025 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


314605 
LIB143- 


■025' 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


314606 
LIB143- 


■025- 


-Ql- 


-El- 


-G9 


Seq. 
Seq . 


No. 

ID 


314607 
LIB143- 


■025- 


-01- 


-El- 


-H7 


Seq. 
Seq. 


No. 
ID 


314608 
LIB143- 


■026- 


-Ql- 


-El- 


-A10 


Seq. 


No. 


314609 











44976 



Seq. 


ID 


LIB143- 


■026- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


314610 
LIB143- 


■026- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


314611 
LIB143- 


■026- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


NO. 

ID 


314612 
LIB143- 


■026- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


314613 
LIB143- 


■026- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


314614 
LIB143- 


•026- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


314615 
LIB143- 


■026- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


314616 
LIB143- 


-026- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 
ID 


314617 
LIB143- 


■026- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


314618 
LIB143- 


■026- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


314619 
LIB143- 


-026- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 
ID 


314620 
LIB143- 


■026- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


314621 
LIB143- 


•026- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


314622 
LIB143- 


■026- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


314623 
LIB143- 


■026- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


314624 
LIB143- 


-026- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


314625 
LIB143- 


026- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


314626 
LIB143- 


027- 


-01- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


314627 
LIB143- 


027- 


-Ql- 


-El- 


-All 


Seq. 


No. 


314628 











44977 




Seq. 


ID 


LIB143- 


027- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


314629 
LIB143- 


027- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


314630 
LIB143- 


027- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 
ID 


314631 
LIB143- 


■027- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


314632 
LIB143- 


027- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


314633 
LIB143- 


027- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


314634 
LIB143- 


•027 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


314635 
LIB143- 


•027 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


314636 
LIB143- 


■027 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


314637 
LIB143- 


■027 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


314638 
LIB143- 


■027 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 
ID 


314639 
LIB143- 


■027 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


314640 
LIB143- 


■027 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


314641 
LIB143- 


-027 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


314642 
LIB143- 


■027 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


314643 
LIB143- 


-027 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 
ID 


314644 
LIB143- 


-027 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


314645 
LIB143- 


-027 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


314646 
LIB143- 


-027 


-Ql- 


-El- 


-F10 


Seq. 


No. 


314647 











44978 



Seq. 


ID 


LIB143- 


027- 


-Ql- 


•El- 


■F4 


Seq. 
Seq. 


No. 
ID 


314648 
LIB143- 


027- 


-Ql- 


-El- 


•F9 


Seq. 
Seq. 


No. 

ID 


314649 
LIB143- 


027- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


314650 
LIB143- 


027- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 
ID 


314651 
LIB143- 


■027- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 
ID 


314652 
LIB143- 


•027- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


314653 
LIB143- 


■027- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


314654 
LIB143- 


■028- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 
ID 


314655 
LIB143- 


•028- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 
ID 


314656 
LIB143- 


■028- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


314657 
LIB143- 


•028- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


314658 
LIB143- 


-028- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 
ID 


314659 
LIB143- 


-028 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 
ID 


314660 
LIB143- 


-028 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


314661 
LIB143- 


-028 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


314662 
LIB143- 


-028 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 
ID 


314663 
LIB143- 


-028 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


314664 
LIB143- 


-028 


-Ql 


-El- 


-F12 


Seq. 
Seq. 


No. 
ID 


314665 
LIB143- 


-028 


-Ql 


-El- 


-F6 


Seq. 


No. 


314666 











44979 



Seq. 


ID 


LIB143- 


028- 


■Ql- 


■El- 


-F9 


Seq. 
Seq. 


No. 
ID 


314667 
LIB143- 


028- 


-Ql- 


-El- 


•Gil 


Seq. 
Seq. 


No. 

ID 


314668 
LIB143- 


028- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 
ID 


314669 
LIB143- 


■028- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


314670 
LIB143- 


•028- 


-Ql- 


■El- 


-G9 


Seq. 
Seq. 


No. 
ID 


314671 
LIB143- 


■028- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


314672 
LIB143- 


•028- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


314673 
LIB143- 


■028- 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 

ID 


314674 
LIB143- 


-028- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


314675 
LIB143- 


-028- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


314676 
LIB143- 


■028- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


314677 
LIB143- 


■029- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


314678 
LIB143- 


-029- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


314679 
LIB143- 


-029- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


314680 
LIB143- 


-029- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


314681 
LIB143- 


-029- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 
ID 


314682 
LIB143- 


-029- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


314683 
LIB143- 


-029- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


314684 
LIB143- 


-029- 


-Ql- 


-El 


-C5 


Seq. 


No. 


314685 











44980 



Seq. 


ID 


LIB143- 


029- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


314686 
LIB143- 


029- 


-Ql- 


■El- 


-D9 


Seq. 
Seq. 


No. 

ID 


314687 
LIB143- 


029- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


314688 
LIB143- 


029- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


314689 
LIB143- 


029- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


314690 
LIB143- 


•029- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 
ID 


314691 
LIB143- 


■029- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 
ID 


314692 
LIB143- 


•029- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


314693 
LIB143- 


■030- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


314694 
LIB143- 


■030- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 
ID 


314695 
LIB143- 


■030- 


-Ql- 


-El- 


-A5 


Seq. 

Seq. 


No. 

ID 


314696 
LIB143- 


-030- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


314697 
LIB143- 


-030- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 
ID 


314698 
LIB143- 


-030 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


314699 
LIB143- 


-030 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


314700 
LIB143- 


-030 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


314701 
LIB143- 


-030 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


314702 
LIB143- 


-030 


-Ql- 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


314703 
LIB143- 


-030 


-Ql- 


-El- 


-D7 


Seq. 


No. 


314704 











44981 




Seq. 


ID 


LIB143- 


■030 


-Ql- 


-El 


-D8 


Seq, 
Seq. 


No. 
ID 


314705 
LIB143- 


■030- 


-Ql j 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


314706 
LIB143- 


■030- 


~QL 


-El- 


-F9 


Seq. 
Seq, 


No. 

ID 


314707 
LIB143- 


■030- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


314708 
LIB143- 


■031- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No, 

ID 


314709 
LIB143- 


•031- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


314710 
LIB143- 


■031- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


314711 
LIB143- 


■031 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


314712 
LIB143- 


■031- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


314713 
LIB143- 


■031- 


-Ql- 


-El- 


-C9 


Seq. 
Seq, 


No. 

ID 


314714 
LIB143- 


■031- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No, 
ID 


314715 
LIB143- 


■031- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


314716 
LIB143- 


•031- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


314717 
LIB143- 


031- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 
ID 


314718 
LIB143- 


■031- 


-Ql- 


-El- 


-E6 


Seq, 
Seq, 


No. 

ID 


314719 
LIB143- 


031- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 
ID 


314720 
LIB143- 


031- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


314721 
LIB143- 


031- 


-01- 

V- 1 - 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


314722 
LIB143- 


031- 


-Ql- 


-El- 


-Gl 


Seq. 


No. 


314723 











44982 




Seq. 


ID 


LIB143- 


■031- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 
ID 


314724 
LIB143- 


031- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


314725 
LIB143- 


■031- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 

ID 


314726 
LIB143- 


■031- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


314727 
LIB143- 


■031' 


-Ql- 


-El« 


-H7 


Seq. 
Seq. 


No. 
ID 


314728 
LIB143- 


<032' 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


314729 
LIB143- 


■032' 


-Ql- 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


314730 
LIB143- 


■032- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 
ID 


314731 
LIB143- 


•032- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 
ID 


314732 
LIB143- 


■032' 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 
ID 


314733 
LIB143- 


032 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


314734 
LIB143- 


•032 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


314735 
LIB143- 


-032 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


314736 
LIB143- 


■032 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 
ID 


314737 
LIB143- 


■032' 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


314738 
LIB143- 


■032- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


314739 
LIB143- 


■032' 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


314740 
LIB143- 


032' 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


314741 
LIB143- 


033' 


-Ql- 


-El- 


-A2 


Seq. 


No. 


314742 











44983 




Seq. 


ID 


LIB143- 


■033- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 
ID 


314743 
LIB143- 


•033- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


314744 
LIB143- 


•033- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 
ID 


314745 
LIB143- 


■033- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


314746 
LIB143- 


■033- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 
ID 


314747 
LIB143- 


■033- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 
ID 


314748 
LIB143- 


■033- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 
ID 


314749 
LIB143- 


•033 1 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


314750 
LIB143- 


■033 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 
ID 


314751 
LIB143- 


033- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


314752 
LIB143- 


■033' 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


314753 
LIB143- 


■033 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


314754 
LIB143- 


■033- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 
ID 


314755 
LIB143- 


•033- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


314756 
LIB143- 


■033- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


314757 
LIB143- 


■033- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


314758 
LIB143- 


■033- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


314759 
LIB143- 


a33- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 
ID 


314760 
LIB143- 


033- 


-Ql- 


-El- 


-H3 


Seq. 


No. 


314761 











44984 



Seq. 


ID 


LIB143- 


034- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


314762 
LIB143- 


034- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


314763 
LIB143- 


034- 


-Ql- 


■El- 


-B4 


Seq. 
Seq. 


No. 

ID 


314764 
LIB143- 


034- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


314765 
LIB143- 


■034- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


314766 
LIB143- 


■034- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


314767 
LIB143- 


•034- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 
ID 


314768 
LIB143- 


■034- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


314769 
LIB143- 


•034- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


314770 
LIB143- 


■034- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


314771 
LIB143- 


•034- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


314772 
LIB143- 


■034 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


314773 
LIB143- 


-034 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


314774 
LIB143- 


•035 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 
ID 


314775 
LIB143- 


-035 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


314776 
LIB143- 


-035 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


314777 
LIB143- 


-035 


-Ql- 


-El 


-B6 


Seq. 
Seq . 


No. 

ID 


314778 
LIB143- 


-035 


-01- 


-El' 


-C12 


Seq. 
Seq. 


No. 
ID 


314779 
LIB143- 


-035 


-Ql- 


-El 


-Ell 


Seq. 


No. 


314780 











44985 




Seq. 


ID 


LIB143- 


035- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


314781 
LIB143- 


035- 


-Ql- 


-El- 


■E5 


Seq. 
Seq. 


No. 

ID 


314782 
LIB143- 


035- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


314783 
LIB143- 


■035- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 
ID 


314784 
LIB143- 


■035- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 
ID 


314785 
LIB143- 


■035- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 
ID 


314786 
LIB143- 


■035- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


314787 
LIB143- 


•035- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


314788 
LIB143- 


■035- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 
ID 


314789 
LIB143- 


-035- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


314790 
LIB143- 


-036- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


314791 
LIB143- 


-036- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


314792 
LIB143- 


■036- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 
ID 


314793 
LIB143- 


-036- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


314794 
LIB143- 


-036- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 
ID 


314795 
LIB143- 


-036- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


314796 
LIB143- 


-036- 


-Ql- 


-El- 


-C3 


Seq. 
Seq . 


No. 

ID 


314797 
LIB143- 


-036- 


-01- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


314798 
LIB143- 


-036- 


-Ql- 


-El- 


-C9 


Seq. 


No. 


314799 











44986 



Seq. 


ID 


LIB143- 


036- 


-Ql- 


-El- 


D12 


Seq. 
Seq. 


No. 

ID 


314800 
LIB143- 


036- 


-Ql- 


-El- 


E9 


Seq. 
Seq. 


No. 
ID 


314801 
LIB143- 


036- 


-Ql- 


-El- 


■F10 


Seq. 
Seq. 


No. 

ID 


314802 
LIB143- 


036- 


-Ql- 


-El- 


■Fll 


Seq. 
Seq. 


No. 

ID 


314803 
LIB143- 


036- 


-Ql- 


-El- 


■F12 


Seq. 
Seq. 


No. 

ID 


314804 
LIB143- 


■036- 


-Ql- 


-El- 


■F6 


Seq. 
Seq. 


No. 

ID 


314805 
LIB143- 


-036- 


-Ql- 


-El- 


•F7 


Seq. 
Seq. 


No. 

ID 


314806 
LIB143- 


■036- 


-Ql- 


-El- 


■Gl 


Seq. 
Seq. 


No. 

ID 


314807 
LIB143- 


■036- 


-Ql- 


-El- 


•Gil 


Seq,. 
Seq. 


No. 

ID 


314808 
LIB143- 


-036- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


314809 
LIB143- 


-037- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 
ID 


314810 
LIB143- 


-037- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


314811 
LIB143- 


-037' 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


314812 
LIB143- 


•037 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


314813 
LIB143- 


-037 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


314814 
LIB143- 


-037 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


314815 
LIB143- 


-037 


-Ql 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


314816 
LIB143- 


-037 


-Ql 


-El- 


-Fll 


Seq. 
Seq. 


No. 
ID 


314817 
LIB143- 


-037 


-Ql 


-El- 


-F7 


Seq. 


No. 


314818 











44987 



Seq. 


ID 


LIB143- 


037- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


314819 
LIB143- 


■037- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


314820 
LIB143- 


■037- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


314821 
LIB143- 


037- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


314822 
LIB143- 


037- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


314823 
LIB143- 


■038- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 
ID 


314824 
LIB143- 


■038- 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 
ID 


314825 
LIB143- 


■038- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


314826 
LIB143- 


038' 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 
ID 


314827 
LIB143- 


03B- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


314828 
LIB143- 


•038 


-Ql- 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


314829 
LIB143- 


•038 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


314830 
LIB143- 


■038 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


314831 
LIB143- 


•039 


-Ql- 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


314832 
LIB143- 


•039- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 
ID 


314833 
LIB143- 


■039- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


314834 
LIB143- 


■039- 


-Ql- 


-El- 


-B12 


Seq. 
Seq . 


No. 

ID 


314835 
LIB143- 


VJ «J Zf 


-Ol ■ 


£Li J. 


JO _7 


Seq. 
Seq. 


No. 

ID 


314836 
LIB143- 


039- 


-Ql- 


-El- 


-C9 


Seq. 


No. 


314837 











44988 



Seq. 


ID 


LIB143- 


•039- 


-Ql- 


-El' 


-E10 


Seq. 
Seq. 


No. 
ID 


314838 
LIB143- 


■039- 


-Ql- 


-El' 


-E3 


Seq. 
Seq. 


No. 

ID 


314839 
LIB143- 


•039- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


314840 
LIB143- 


■039- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 
ID 


314841 
LIB143- 


■039- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


314842 
LIB143- 


■039- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


314843 
LIB143- 


•039- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 
ID 


314844 
LIB143- 


•039- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


314845 
LIB143- 


■039- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


314846 
LIB143- 


■039- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 
ID 


314847 
LIB143- 


■039- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 
ID 


314848 
LIB143- 


■039- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


314849 
LIB143- 


■039- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 
ID 


314850 
LIB143- 


■039- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


314851 
LIB143- 


■039- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


314852 
LIB143- 


040- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


314853 
LIB143- 


040- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq . 


No. 

ID 


314854 
LIB143- 


040- 


-01- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


314855 
LIB143- 


040- 


-Ql- 


-El- 


-B8 


Seq. 


No. 


314856 











44989 



Seq, 


ID 


LIB143- 


■040- 


-Ql- 


-El- 


-B9 


Seq, 
Seq. 


No. 

ID 


314857 
LIB143- 


■040' 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


314858 
LIB143™ 


■040- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


314859 
LIB143- 


■040 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


314860 
LIB143- 


■040- 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


314861 
LIB143- 


•040 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


314862 
LIB143- 


■040 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


314863 
LIB143- 


•040 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


314864 
LIB143- 


•040 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


314865 
LIB143- 


■040 


-Ql- 


-El- 


-G10 


Seq, 
Seq. 


No. 

ID 


314866 
LIB143- 


•040 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


314867 
LIB143- 


■040 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


314868 
LIB143- 


■040 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 
ID 


314869 
LIB143- 


■041 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


314870 
LIB143- 


•041 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


314871 
LIB143- 


•041' 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


314872 
LIB143- 


■041' 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


314873 
LIB143- 


■041- 
\j *± j. 


-01- 


-El- 




Seq. 
Seq. 


No. 

ID 


314874 
LIB143- 


041- 


-Ql- 


-El- 


-C4 


Seq. 


No. 


314875 











44990 




Seq. 


ID 


LIB143- 


041- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


314876 
LIB143- 


■041- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


314877 
LIB143- 


■041- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 
ID 


314878 
LIB143- 


■041- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


314879 
LIB143- 


■041- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 
ID 


314880 
LIB143- 


■041- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 
ID 


314881 
LIB143- 


■041- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 
ID 


314882 
LIB143- 


•041- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


314883 
LIB143- 


•041- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


314884 
LIB143- 


•041' 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 
ID 


314885 
LIB143- 


■041' 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


314886 
LIB143- 


■041 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


314887 
LIB143- 


-042 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


314888 
LIB143- 


■042 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


314889 
LIB143- 


■042 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


314890 
LIB143- 


■042 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


314891 
LIB143- 


■042' 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


314892 
LIB143- 


■042 


-01- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


314893 
LIB143- 


•042' 


-Ql- 


-El- 


-E4 


Seq. 


No. 


314894 











44991 



Seq, 


ID 


LIB143- 


042- 


-Ql- 


-El- 


-E5 


Seq. 
Seq, 


No. 
ID 


314895 
LIB143- 


042- 


-Ql- 


-El- 


-E6 


Seq. 
Seq, 


No. 
ID 


314896 
LIB143- 


042- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


- 314897 
LIB143- 


042- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


314898 
LIB143- 


042- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


314899 
LIB143- 


042- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 
ID 


314900 
LIB143- 


■043- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


314901 
LIB143- 


■043- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


314902 
LIB143- 


■043- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


tio. 
ID 


314903 
LIB143- 


■043- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


314904 
LIB143- 


-043- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


314905 
LIB143- 


■043- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


314906 
LIB143- 


■043 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


314907 
LIB143- 


■043 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


314908 
LIB143- 


■043 


-Ql- 


-El- 


-E2 


Seq, 
Seq. 


No. 
ID 


314909 
LIB143- 


■043 


-Ql- 


-El- 


-E8 


Seq, 
Seq. 


No. 
ID 


314910 
LIB143- 


■043 


-Ql- 


-El- 


-F12 


Seq. 
Seq , 


No. 

ID 


314911 
LIB143- 


■043 


-01- 


-El- 


-F2 


Seq. 
Seq. 


No. 
ID 


314912 
LIB143- 


•043 


-Ql- 


-El- 


-G10 


Seq. 


No. 


314913 











44992 




Seq. 


ID 


LIB143- 


043- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


314914 
LIB143- 


043- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


314915 
LIB143- 


■043- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 
ID 


314916 
LIB143- 


■044- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


314917 
LIB143- 


■044- 


-Ql- 


-El- 


-B2. 


Seq. 
Seq. 


No. 
ID 


314918 
LIB143- 


■044' 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 
ID 


314919 
LIB143- 


■044 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


314920 
LIB143- 


•044 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


314921 
LIB143- 


■044 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


314922 
LIB143- 


■044 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


314923 
LIB143- 


■044 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


314924 
LIB143- 


•045 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 
ID 


314925 
LIB143- 


■045 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


314926 
LIB143- 


-045 


-Ql- 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


314927 
LIB143- 


■045 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


314928 
LIB143- 


■045 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


314929 
LIB143- 


■045 


-Ql- 


-El- 


-C7 


Seq. 
Seq . 


No. 

ID 


314930 
LIB143- 


•045 


-01- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


314931 
LIB143- 


•045 


-Ql- 


-El- 


-D3 


Seq. 


No. 


314932 











44993 




Seq. 


ID 


LIB143- 


■045 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


314933 
LIB143- 


-045 


-Ql 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


314934 
LIB143- 


■045 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


314935 
LIB143- 


■045 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


314936 
LIB143- 


■045 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


314937 
LIB143- 


■046 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


314938 
LIB143- 


■046 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


314939 
LIB143- 


•046 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


314940 
LIB143- 


■046< 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 
ID 


314941 
LIB143- 


-046 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


314942 
LIB143- 


■046 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


314943 
LIB143- 


•046 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


314944 
LIB143- 


■046' 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


314945 
LIB143- 


■046- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 
ID 


314946 
LIB143- 


■046- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 
ID 


314947 
LIB143- 


■047- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


314948 
LIB143- 


047- 


-Ql- 


-El- 


-A2 


Seq. 
Sea. 


No. 
ID 


314949 
LIB143- 


047- 


-01- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


314950 
LIB143- 


047- 


-Ql- 


-El- 


-Bll 


Seq. 


No. 


314951 











44994 



Seq. 


ID 


LIB143- 


-047 


-Ql- 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


314952 
LIB143- 


-047 


-Ql- 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


314953 
LIB143- 


-047 


-Ql- 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


314954 
LIB143- 


-047 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


314955 
LIB143- 


-047 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


314956 
LIB143- 


-047- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


314957 
LIB143- 


-047- 


-Ql- 


-El- 


-D3 


.Seq. 
Seq. 


No. 

ID 


314958 
LIB143- 


-047- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


314959 
LIB143- 


-047- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 
ID 


314960 
LIB143- 


-047- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


314961 
LIB143- 


■047- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


314962 
LIB143- 


■047- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 
ID 


314963 
LIB143- 


-047- 


-Ql- 


-El" 


-F6 


Seq. 
Seq. 


No. 

ID 


314964 
LIB143- 


-047- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


314965 
LIB143- 


■047- 


-Ql- 


■El- 


-G2 


Seq. 
Seq. 


No. 

ID 


314966 
LIB143- 


■047- 


-Ql- 


-El- 


•G6 


Seq. 
Seq. 


No. 
ID 


314967 
LIB143- 


■047- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


314968 
LIB143- 


047- 


-01- 


-El- 


■H10 


Seq. 
Seq. 


No. 

ID 


314969 
LIB143- 


047- 


-Ql- 


■El- 


-Hll 


Seq. 


No. 


314970 











44995 



1) 



Seq. 


ID 


LIB143- 


-047 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 
ID 


314971 
LIB143- 


-047 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


314972 
LIB143- 


-048 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


314973 
LIB143- 


-048 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


314974 
LIB143- 


-048 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


314975 
LIB143- 


-048 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 
ID 


314976 
LIB143- 


■048 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


314977 
LIB143- 


•048 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


314978 
LIB143- 


•048 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


314979 
LIB143- 


-048 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


314980 
LIB143- 


■048 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


314981 
LIB143- 


•048 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


314982 
LIB143- 


■048- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 
ID 


314983 
LIB143- 


■048- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


314984 
„ LIB143- 


-048- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


314985 
LIB143- 


■048- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


314986 
LIB143- 


048- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


314987 

Ltl JJ -L *± *J 






Hi i. 




Seq. 
Seq. 


No. 
ID 


314988 
LIB143- 


048- 


-Ql- 


-El- 


-Gl 


Seq. 


No. 


314989 











44996 



Seq. 


ID 


LIB143- 


■048- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 
ID 


314990 
LIB143- 


■048- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


314991 
LIB143- 


■048- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 
ID 


314992 
LIB143- 


048- 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 

ID 


314993 
LIB143- 


■048- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 
ID 


314994 
LIB143- 


■049- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


314995 
LIB143- 


•049- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 
ID 


314996 
LIB143- 


■049- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


314997 
LIB143- 


■049- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 
ID 


314998 
LIB143- 


049- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


314999 
LIB143- 


•049- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


315000 
LIB143- 


■049- 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 

ID 


315001 
LIB143- 


•049- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


315002 
LIB143- 


■049- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


315003 
LIB143- 


■049- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


315004 
LIB143- 


■049- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


315005 
LIB143- 


■049- 


-Ql- 


-El- 


-D8 


Seq. 
Seq . 


No. 

ID 


315006 
LIB143- 


049- 




Hi X 


-HQ 


Seq. 
Seq. 


No. 

ID 


315007 
LIB143- 


049- 


-Ql- 


-El- 


-E10 


Seq. 


No. 


315008 











44997 



Seq. 


ID 


LIB14%t04 9-Q1- 


-El- 


-E9 , 


Seq. ' 
Seq. 


No . 

ID 


315009 

T TR1 4^- 


U *at .7 




-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


315010 


U 1 .7 


-01 - 


-El- 


-F6 


Seq. 
Seq. 


No. 
ID 


315011 

TTD1 A Q_ 


U*A .7 


-D1 - 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


315012 

T TR1 A "3- 

Jj1D14 _> 


Uri Zf 


-Ol - 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


315013 

T TR1 A ^- 




-Ol - 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


315014 

T TR1 A "3- 


U *i _7 




-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


315015 


U f± -7 


yj- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


315016 




~ni - 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


315017 

T TtJl A *5- 


uou 




-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


315018 

J_ilr5-L4 J - 


■UjU' 


-fji- 


-El- 


-A7 


Seq. 
Seq. 


No. 
ID 


315019 

T TUT A "3- 


UOU 


-yi- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


315020 


UOU 


-HI • 

yj- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


315021 


UJU 


-ni ■ 
yj- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


315022 


uou 


-y±- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


315023 

T TT51 A 


uou 


-HI ■ 

y-j- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


315024 


"UOU 


_A1 , 

y-L 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


315025 
LIB143- 


-050 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 
ID 


315026 
LIB143- 


-050 


-Ql- 


-El 


-F12 


Seq. 


No. 


315027 











44998 



Seq. 


ID 


LIB143- 


050- 


-Ql- 


-El- 


-F8 


Sea. 
Seq. 


No. 

ID 


315028 
LIB143- 


050- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


315029 
LIB143- 


050- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


315030 
LIB143- 


050- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 
ID 


315031 
LIB143- 


■050- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


315032 
LIB143- 


■050- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


315033 
LIB143- 


•050- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 
ID 


315034 
LIB143- 


-050- 


-Ql- 


-El- 


-H2 


Seq . 
Seq. 


No. 

ID 


315035 
LIB143- 


■050- 


-Ql- 


-El- 


-H5 


Seq . 
Seq. 


No. 

ID 


315036 
LIB143- 


■050' 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


315037 
LIB143- 


■051 


-Ql- 


-El- 


-A7 


Sea. 
Seq. 


No. 

ID 


315038 
LIB143- 


■051 


-Ql- 


-El- 


-A8 


Sea. 
Seq. 


No. 

ID 


315039 
LIB143- 


■051' 


-Ql- 


-El- 


-B4 


Sea. 
Seq. 


No. 

ID 


315040 
LIB143- 


■051 


-Ql- 


-El- 


-B6 


Sea. 
Seq. 


No. 

ID 


315041 
LIB143- 


■051 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 

ID 


315042 
LIB143- 


■051' 


-Ql- 


-El- 


-D10 


Seq . 
Seq. 


No. 

ID 


315043 
LIB143- 


•051 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


315044 
LIB143- 


■051 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


315045 
LIB143- 


■051 


-Ql- 


-El- 


-D7 


Seq. 


No. 


315046 











44999 




Seq. 


ID 


LIB143- 


051- 


-Ql- 


•El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


315047 
LIB143- 


051- 


-Ql- 


■El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


315048 
LIB143- 


051- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


315049 
LIB143- 


■051- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 
ID 


315050 
LIB143- 


•051- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 
ID 


315051 
LIB143- 


■051- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 
ID 


315052 
LIB143- 


■051- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


315053 
LIB143- 


-052- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


315054 
LIB143- 


■052- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


315055 
LIB143- 


-052- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


315056 
LIB143- 


-052- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 
ID 


315057 
LIB143- 


-052- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


315058 
LIB143- 


-052- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


315059 
LIB143- 


-052 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


315060 
LIB143- 


-052 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


315061 
LIB143- 


-052 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


315062 
LIB143- 


■052 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


315063, 
LIB143-G52 


-Ql 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


315064 
LIB143- 


-052 


-Ql 


-El 


-H7 


Seq. 


No. 


315065 











45000 



Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ' ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
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LIB143-053-Q1-E1-A5 
315066 

LIB143-053-Q1-E1-A6 
315067 

LIB143-053-Q1-E1-A7 
315068 

LIB143-053-Q1-E1-A9 
315069 

LIB143-053-Q1-E1-B3 
315070 

LIB143-053-Q1-E1-B9 
315071 

LIB143-053-Q1-E1-C9 
315072 

LIB143-053-Q1-E1-D1 

315073 

LIB143-053-Q1-E1-D4 
315074 

LIB143-053-Q1-E1-D7 
315075 

LIB143-053-Q1-E1-E6 
315076 

LIB143-053-Q1-E1-F11 

315077 

LIB143-053-Q1-E1-F2 
315078 

LIB143-053-Q1-E1-F6 
315079 

LIB143-053-Q1-E1-G4 
315080 

LIB143-053-Q1-E1-G5 
315081 

LIB143-053-Q1-E1-G7 
315082 

LIB143-053-Q1-E1-H5 
315083 

LIB143-053-Q1-E1-H6 
315084 



45001 



Seq. 


ID 


LIB143- 


053- 


Ql- 


El- 


H7 


Seq. 
Seq. 


No. 

ID 


315085 
LIB143- 


054- 


■Ql- 


El- 


A6 


Seq. 
Seq. 


No. 
ID 


315086 
LIB143- 


054- 


•Ql- 


■El- 


■A7 


Seq. 
Seq. 


No. 

ID 


315087 
LIB143- 


054- 


■Ql- 


■El- 


■A8 


Seq. 
Seq. 


No. 

ID 


315088 
LIB143- 


054- 


■Ql- 


■El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


315089 
LIB143- 


■054- 


-Ql- 


■El- 


-D4 


Seq. 
Seq. 


No. 

ID 


315090 
LIB143- 


■054- 


-Ql- 


■El- 


■D6 


Seq. 
Seq. 


No. 

ID 


315091 
LIB143- 


■054- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


315092 
LIB143- 


-054- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


315093 
LIB143- 


-054- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


315094 
LIB143- 


-054- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


315095 
LIB143- 


-054- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


315096 
LIB143- 


-054- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


315097 
LIB143- 


-054 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


315098 
LIB143- 


-054 


-Ql' 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


315099 
LIB143- 


-054 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


315100 
LIB143- 


-054 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


315101 
LIB143 


-054 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


315102 
LIB143 


-055 


-Ql 


-El 


-All 


Seq. 


No. 


315103 











45002 




Seq. 


ID 


LIB143- 


•055- 


-Ql- 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


315104 
LIB143- 


■055- 


-Ql- 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


315105 
LIB143- 


■055- 


-Ql- 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


315106 
LIB143- 


■055- 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


315107 
LIB143- 


■055- 


-Ql- 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


315108 
LIB143- 


•055- 


-Ql- 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


315109 
LIB143- 


■055- 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


315110 
LIB143- 


■055- 


-Ql- 


-El' 


-E10 


Seq. 
Seq. 


No. 
ID 


315111 
LIB143- 


■055- 


-Ql- 


-El' 


-G4 


Seq.. 
Seq. 


No. 

ID 


315112 
LIB143- 


■OSS- 


-Ql- 


-El' 


-G9 


Seq. 
Seq. 


No. 

ID 


315113 
LIB143- 


OSS- 


-Ql- 


-El' 


-H10 


Seq. 
Seq. 


No. 
ID 


315114 
LIB143- 


■055- 


-Ql- 


-El' 


-H4 


Seq. 
Seq. 


No. 
ID 


315115 
LIB143- 


■056- 


-Ql- 


-El' 


-All 


Seq. 
Seq. 


No. 

ID 


315116 
LIB143- 


■056- 


-Ql- 


-El' 


-A5 


Seq. 
Seq. 


No. 

ID 


315117 
LIB143- 


056- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


315118 
LIB143- 


■056- 


-Ql- 


-El' 


-A8 


Seq. 
Seq. 


No. 

ID 


315119 
LIB143- 


■056- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


315120 
LIB143- 


056- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


315121 
LIB143- 


056- 


-Ql- 


-El- 


-C12 


Seq. 


No. 


315122 











45003 




Seq. 


ID 


LIB143- 


056- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


315123 
LIB143- 


056- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 
ID 


315124 
LIB143- 


056- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


315125 
LIB143- 


056- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


315126 
LIB143- 


056- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 
ID 


315127 
LIB143- 


056- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


315128 
LIB143- 


•056- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


315129 
LIB143- 


■056- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


315130 
LIB143- 


■056- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


315131 
LIB143- 


-056- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


315132 
LIB143- 


-056- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


315133 
LIB143- 


■056- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


315134 
LIB143- 


-056 


-Ql- 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


315135 
LIB143- 


-056 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


315136 
LIB143- 


-056 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


315137 
LIB143- 


-057 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


315138 
LIB143- 


-057 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


315139 
LIB143- 


-057 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


315140 
LIB143- 


-057 


-Ql 


-El 


-A6 


Seq. 


No. 


315141 











45004 






Seq. 


ID 


LIB143-057-Q1-E1-A7 




Seq. 


No. 


315142 




Seq. 


ID 


LIB143-057-Q1-E1-A8 




Seq. 


No. 


315143 




Seq. 


ID 


LIB143-057-Q1-E1-B4 




Seq. 


No. 


315144 




Seq. 


ID 


LIB143-057-Q1-E1-C12 




Seq. 


No. 


315145 




Seq. 


ID 


LIB143-057-Q1-E1-C8 




Seq. 


No. 


315146 




Seq. 


ID 


LIB143-057-Q1-E1-E10 




Seq. 


No. 


315147 




Seq. 


ID 


LIB143-057-Q1-E1-E11 


m 


Seq. 


No. 


315148 


IB' 


Seq. 


ID 


LIB143-057-Q1-E1-E2 




Seq. 


No. 


315149 


™~ 


Seq. 


ID 


LIB143-057-Q1-E1-E9 




Seq. 


No. 


315150 


is 


Seq. 


ID 


LIB143-057-Q1-E1-F5 




Seq. 


No. 


315151 




Seq. 


ID 


LIB143-057-Q1-E1-F8 


ra 


Seq. 


No. 


315152 




Seq. 


ID 


LIB143-057-Q1-E1-G1 


Q 


Seq. 


No. 


315153 




Seq. 


ID 


LIB143-057-Q1-E1-G4 




Seq. 


No. 


315154 




Seq. 


ID 


LIB143-057-Q1-E1-G6 




Seq. 


No. 


315155 




Seq. 


ID 


LIB143-057-Q1-E1-G7 




Seq. 


No. 


315156 




Seq. 


ID 


LIB143-057-Q1-E1-G8 




Seq. 


No. 


315157 




Seq. 


ID 


LIB14 3-057-Q1-E1-H1 




Seq. 


No. 


315158 




Seq. 


ID 


LIB143-057-Q1-E1-H10 




Seq. 


No. 


315159 




Seq. 


ID 


LIB143-057-Q1-E1-H8 




Seq. 


No. 


315160 



45005 




Seq. 


ID 


LIB143- 


057 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


315161 
LIB143- 


058 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


315162 
LIB143- 


058 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


315163 
LIB143- 


058 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


315164 
LIB143- 


058 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


315165 
LIB143- 


058 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


315166 
LIB143- 


■058 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 
ID 


315167 
LIB143- 


058 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


315168 
LIB143- 


058 


-Ql- 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


315169 
LIB143- 


■058 


-Ql- 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


315170 
LIB143- 


■058 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


315171 
LIB143- 


■058 


-Ql- 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


315172 
LIB143- 


■058 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


315173 
LIB143- 


■058 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


315174 
LIB143- 


■058 


-Ql- 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


315175 
LIB143- 


■058 


-Ql- 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


315176 
LIB143- 


■058 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


315177 
LIB143- 


■058 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


315178 
LIB143- 


•058 


-Ql- 


-El 


-F2 


Seq. 


No. 


315179 











45006 




Seq. 


ID 


LIB143- 


058- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


315180 
LIB143- 


058- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


315181 
LIB143- 


058- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


315182 
LIB143- 


058- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


315183 
LIB143- 


■058- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


315184 
LIB143- 


058- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


315185 
LIB143- 


■059- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


315186 
LIB143- 


■059- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


315187 
LIB143- 


•059- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


315188 
LIB143- 


•059- 


-Ql- 


-El' 


-C9 


Seq. 
Seq. 


No. 

ID 


315189 
LIB143- 


■059- 


-Ql- 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


315190 
LIB143- 


•059- 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 
ID 


315191 
LIB143- 


■059- 


-Ql' 


-El 


-F10 


Seq. 
Seq. 


No. 
ID 


315192 
LIB143- 


■059- 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


315193 
LIB143- 


-059- 


-Ql' 


-El' 


-F8 


Seq. 
Seq. 


No. 
ID 


315194 
LIB143- 


■059- 


-Ql' 


-El' 


-G10 


Seq. 
Seq. 


No. 

ID 


315195 
LIB143- 


■059- 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


315196 
LIB143- 


-059- 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


315197 
LIB143- 


-060- 


-Ql 


-El 


-Al 


Seq. 


No. 


315198 











45007 



Seq. 


ID 


LIB143- 


060- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


315199 
LIB143- 


060- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


315200 
LIB143- 


060- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


315201 
LIB143- 


■060- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 
ID 


315202 
LIB143- 


■060- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


315203 
LIB143- 


•060- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


315204 
LIB143- 


■060- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


315205 
LIB143- 


■060- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


315206 
LIB143- 


■060- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


315207 
LIB143- 


■060- 


-Ql- 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


315208 
LIB143- 


■060- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


315209 
LIB143- 


■060- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


315210 
LIB143- 


■060- 


-Ql- 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


315211 
LIB143- 


■061- 


-Ql- 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


315212 
LIB143- 


■061- 


-Ql- 


-El 


-B7 


Seq. 
Seq. 


No. 
ID 


315213 
LIB143- 


■061- 


-Ql- 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


315214 
LIB143- 


•061- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


315215 
LIB143- 


■061- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


315216 
LIB143- 


■061- 


-Ql- 


-El- 


-Fl 


Seq. 


No. 


315217 











45008 




Seq. 


ID 


LIB143- 


061- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


315218 
LIB143- 


061- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 
ID 


315219 
LIB143- 


061- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


315220 
LIB143- 


061- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 
ID 


315221 
LIB143- 


•061- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


315222 
LIB143- 


•061- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


315223 
LIB143- 


■061- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


315224 
LIB143- 


■062- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


315225 
LIB143- 


■062- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 
ID 


315226 
LIB143- 


■062- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


315227 
LIB143- 


■062 


-Ql- 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


315228 
LIB143- 


•062 


-Ql- 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


315229 
LIB143- 


-062 


-Ql- 


-El 


-C12 


Seq. 
Seq. 


No. 
ID 


315230 
LIB143- 


-062 


-Ql- 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


315231 
LIB143- 


•062 


-Ql- 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


315232 
LIB143- 


-062 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


315233 
LIB143- 


•062 


-Ql- 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


315234 
LIB143- 


-062 


-Ql- 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


315235 
LIB143- 


■062 


-Ql- 


-El 


-Dl 


Seq. 


No. 


315236 











45009 




Seq. 


ID 


LIB143- 


062- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 
ID 


315237 
LIB143- 


062- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


315238 
LIB143- 


062- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


315239 
LIB143- 


062- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


315240 
LIB143- 


062- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


315241 
LIB143- 


■062- 


-Ql- 


-El' 


-G10 


Seq. 
Seq. 


No. 

ID 


315242 
LIB143- 


■062- 


-Ql- 


-El' 


-G12 


Seq. 
Seq. 


No. 

ID 


315243 
LIB143- 


■062- 


-Ql- 


-El' 


-G2 


Seq. 
Seq. 


No. 

ID 


315244 
LIB143- 


•062- 


-Ql- 


-El' 


-G3 


Seq. 
Seq. 


No. 
ID 


315245 
LIB143- 


■062- 


-Ql- 


-El' 


-G6 


Seq. 
Seq. 


No. 

ID 


315246 
LIB143- 


•062 


-Ql' 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


315247 
LIB143- 


■063 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


315248 
LIB143- 


■063 


-Ql' 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


315249 
LIB143- 


■063 


-Ql' 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


315250 
LIB143- 


■063 


-Ql' 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


315251 
LIB143- 


-063 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


315252 
LIB143- 


•063 


-Ql' 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


315253 
LIB143- 


-063 


-Ql' 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


315254 
LIB143- 


-063 


-Ql' 


-El 


-B7 


Seq. 


No. 


315255 











45010 



Seq. 


ID 


LIB143- 


■063- 


-Ql- 


■El- 


-B8 


Seq. 
Seq. 


No. 

ID 


315256 
LIB143- 


■063- 


-Ql- 


•El- 


-C2 


Seq. 
Seq. 


No. 

ID 


315257 
LIB143- 


•063- 


-Ql- 


■El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


315258 
LIB143- 


■063- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 
ID 


315259 
LIB143- 


■063- 


-Ql- 


■El- 


-D8 


Seq. 
Seq. 


No. 

ID 


315260 
LIB143- 


-063- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


NO. 

ID 


315261 
LIB143- 


-063- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


315262 
LIB143- 


-063- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


315263 
LIB143- 


-063- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


315264 
LIB143- 


-063- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 
ID 


315265 
LIB143- 


-064- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


315266 
LIB143- 


-064- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


315267 
LIB143- 


-064 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


315268 
LIB143- 


-064 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 
ID 


315269 
LIB143- 


-064 


-Ql- 


-El' 


-C9 


Seq. 
Seq. 


No. 

ID 


315270 
LIB143- 


-064 


-Ql- 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


315271 
LIB143- 


-064 


-Ql- 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


315272 
LIB143- 


-064 


-Ql- 


-El 


-E6 


Seq. 
Seq. 


No. 
ID 


315273 
LIB143- 


-064 


-Ql- 


-El 


-F10 


Seq. 


No. 


315274 











45011 



Seq. 


ID 


LIB143- 


064- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


315275 
LIB143- 


064- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


315276 
LIB143- 


064- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


315277 
LIB143- 


064- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 
ID 


315278 
LIB143- 


■064- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 
ID 


315279 
LIB143- 


■064- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


315280 
LIB143- 


■064- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


315281 
LIB143- 


■064- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


315282 
LIB143- 


■064 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


315283 
LIB143- 


•065 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


315284 
LIB143- 


•065 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


315285 
LIB143- 


•065 


-Ql- 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


315286 
LIB143- 


■065 


-Ql- 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


315287 
LIB143- 


•065 


-Ql- 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


315288 
LIB143- 


•065 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


315289 
LIB143- 


•065 


-Ql- 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


315290 
LIB143- 


-065 


-Ql- 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


315291 
LIB143- 


•065 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


315292 
LIB143- 


•065 


-Ql- 


-El 


-El 


Seq. 


No. 


315293 











45012 



Seq. 


ID 


LIB143- 


065- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


315294 
LIB143- 


065- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


315295 
LIB143- 


065- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 
ID 


315296 
LIB143- 


065- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


315297 
LIB143- 


065- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


315298 
LIB143- 


065- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


315299 
LIB143- 


■065- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


315300 
LIB143- 


•065- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


315301 
LIB143- 


■066- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 
ID 


315302 
LIB143- 


■066- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


315303 
LIB143- 


■066- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


315304 
LIB143- 


-066- 


-Ql- 


-El' 


-C12 


Seq. 
Seq. 


No. 

ID 


315305 
LIB143- 


-066- 


-Ql- 


-El' 


-C3 


Seq. 
Seq. 


No. 

ID 


315306 
LIB143- 


-066- 


-Ql' 


-El' 


-C7 


Seq. 
Seq. 


No. 

ID 


315307 
LIB143- 


-066- 


-QL 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


315308 
LIB143- 


-066- 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 
ID 


315309 
LIB143- 


-066- 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


315310 
LIB143- 


-066- 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


315311 
LIB143- 


-066- 


-Ql 


-El 


-Fll 


Seq. 


No. 


315312 











45013 



o 



Seq. 


ID 


LIB143- 


066- 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


315313 
LIB143- 


066- 


-Ql- 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


315314 
LIB143- 


066- 


-Ql- 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


315315 
LIB143- 


066 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


315316 
LIB143- 


067 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


315317 
LIB143- 


067 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


315318 
LIB143- 


067 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


315319 
LIB143- 


067 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


315320 
LIB143- 


067 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 
ID 


315321 
LIB143- 


067 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


315322 
LIB143- 


067 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


315323 
LIB143- 


067 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


315324 
LIB143- 


•067 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


315325 
LIB143- 


■067 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


315326 
LIB143- 


■067 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


315327 
LIB143- 


■067 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


315328 
LIB143- 


■067 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


315329 
LIB143- 


■067 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


315330 
LIB143- 


■067 


-Ql 


-El 


-G10 


Seq. 


No. 


315331 











45014 



Seq. 


ID 


LIB143- 


067 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


315332 
LIB143- 


067 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


315333 
LIB143- 


067 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


315334 
LIB143- 


068 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


315335 
LIB143- 


068 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


315336 
LIB143- 


068 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


315337 
LIB143- 


068 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 
ID 


315338 
LIB143- 


068 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


315339 
LIB143- 


068 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


315340 
LIB143- 


068 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


315341 
LIB143- 


068 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


315342 
LIB143- 


068 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


315343 
LIB143- 


068 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 
ID 


315344 
LIB143- 


068 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 
ID 


315345 
LIB143- 


068 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


315346 
LIB143- 


068 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


315347 
LIB143- 


068 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


315348 
LIB143- 


068 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


315349 
LIB143- 


068 


-Ql 


-El 


-E8 


Seq. 


No. 


315350 











45015 



Seq. 


ID 


LIB143- 


068- 


Ql- 


El- 


F6 


Seq. 
Seq. 


No. 
ID 


315351 
LIB143- 


068- 


Ql- 


El- 


F8 


Seq. 
Seq. 


No. 
ID 


315352 
LIB143- 


068- 


■Ql- 


■El- 


■Hll 


Seq. 
Seq. 


No. 

ID 


315353 
LIB143- 


068- 


■Ql- 


■El- 


■H5 


Seq. 
Seq. 


No. 

ID 


315354 
LIB143- 


■068- 


■Ql- 


■El- 


•H7 


Seq. 
Seq. 


NO. 

ID 


315355 
LIB148- 


■001- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


NO. 

ID 


315356 
LIB148- 


-001- 


-Ql- 


■El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


315357 
LIB148- 


■001- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


315358 
LIB148- 


-001- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


315359 
LIB148- 


-001- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


315360 
LIB148- 


-001- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 
ID 


315361 
LIB148- 


-001- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


315362 
LIB148- 


-001- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 
ID 


315363 
LIB148- 


-001- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


315364 
LIB148- 


-002 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


315365 
LIB148- 


-002 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


315366 
LIB148 


-002 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


315367 
LIB148 


-002 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


315368 
LIB148 


-002 


-Ql 


-El 


-C3 


Seq. 


No. 


315369 











45016 



Seq. 


ID 


LIB148- 


-002- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 
ID 


315370 
LIB148 


-002- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


315371 
LIB148- 


-002- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 
ID 


315372 
LIB148- 


-002- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


315373 
LIB148- 


-002- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


315374 
LIB148- 


-002- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 
ID 


315375 
LIB148 


-002- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 
ID 


315376 
LIB148 


-002 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 
ID 


315377 
LIB148- 


-002 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


315378 
LIB148 


-002 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


315379 
LIB148 


-002 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


315380 
LIB148 


-002 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


315381 
LIB148 


-003 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


315382 
LIB148 


-003 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


315383 
LIB148 


-003 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


315384 
LIB148 


-003 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 
ID 


315385 
LIB148 


-003- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


315386 
LIB148- 


-003- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


315387 
LIB148 


-003- 


-Ql- 


-El- 


-F12 


Seq. 


No. 


315388 











45017 



Seq. ID LIB148-003-Q1-E1-F9 

Seq. No. 315389 

Seq. ID LIB148-003-Q1-E1-G12 

Seq. No. 315390 

Seq. ID LIB148-003-Q1-E1-G2 

Seq. No. 315391 

Seq. ID LIB148-003-Q1-E1-G7 

Seq. No. 315392 

Seq. ID LIB148-003-Q1-E1-G9 

Seq. No. 315393 

Seq. ID LIB148-003-Q1-E1-H12 

Seq. No. 315394 

Seq. ID LIB148-004-Q1-E1-E12 

Seq. No. 315395 

Seq. ID LIB148-004-Q1-E1-E5 

Seq. No. 315396 

Seq. ID LIB148-004-Q1-E1-E6 

Seq. No. 315397 

Seq. ID LIB148-004-Q1-E1-F12 

Seq. No. 315398 

Seq. ID LIB148-004-Q1-E1-F2 

Seq. No. 315399 

Seq. ID LIB148-004-Q1-E1-G2 

Seq. No. 315400 

Seq. ID LIB148-004-Q1-E1-H5 

Seq. No. 315401 

Seq. ID LIB148-005-Q1-E1-A4 

Seq. No. 315402 

Seq. ID LIB148-005-Q1-E1-A8 

Seq. No. 315403 

Seq. ID LIB148-005-Q1-E1-B1 

Seq. No. 315404 

Seq. ID LIB148-005-Q1-E1-B7 

Seq. No. 315405 

Seq. ID LIB148-005-Q1-E1-B9 

Seq. No. 315406 

Seq. ID LIB148-005-Q1-E1-C10 

Seq. No. 315407 



45018 



Seq. 


ID 


LIB148- 


■005- 


-Ql- 


■El- 


-Cll 


Seq. 


No. 


315408 










Seq. 


ID 


LIB148- 


■005- 


-Ql- 


■El- 


-C8 


Seq. 


No. 


315409 










Seq. 


ID 


LIB148- 


■005- 


-Ql- 


■El' 


-C9 


Seq. 


No. 


315410 










Seq. 


ID 


LIB148- 


■005- 


-Ql- 


■El- 


-D10 


Seq. 


No. 


315411 










Seq. 


ID 


LIB148- 


■005- 


-Ql- 


■El- 


-D9 


Seq. 


No. 


315412 










Seq. 


ID 


LIB148- 


■005- 


-Ql- 


■El' 


-E4 


Seq. 


No. 


315413 










Seq. 


ID 


LIB148- 


■005- 


-Ql- 


■El 


-E9 


Seq. 


No. 


315414 










Seq. 


ID 


LIB148- 


■005 


-Ql- 


■El- 


-F10 


Seq. 


No. 


315415 










Seq. 


ID 


LIB148- 


■005- 


-Ql- 


•El- 


-F12 


Seq. 


No. 


315416 










Seq. 


ID 


LIB148- 


■005 


-Ql- 


■El- 


-G10 


Seq. 


No. 


315417 










Seq. 


ID 


LIB148- 


■005 


-Ql- 


■El- 


-G6 


Seq. 


No. 


315418 










Seq. 


ID 


LIB148- 


■005 


-Ql- 


-El- 


-G8 


Seq. 


No. 


315419 










Seq. 


ID 


LIB148- 


■005 


-Ql- 


■El- 


-H7 


Seq. 


No. 


315420 










Seq. 


ID 


LIB148- 


■005 


-Ql- 


■El 


-H9 


Seq. 


No. 


315421 










Seq. 


ID 


LIB148- 


■006- 


-Ql- 


■El- 


-A8 


Seq. 


No. 


315422 










Seq. 


ID 


LIB148- 


006- 


-Ql- 


•El' 


-B12 


Seq. 


No. 


315423 










Seq. 


ID 


LIB148- 


006- 


-Ql- 


■El- 


-C4 


Seq. 


No. 


315424 










Seq. 


ID 


LIB148- 


006- 


-Ql- 


■El- 


-C8 


Seq. 


No. 


315425 










Seq. 


ID 


LIB148- 


006- 


-Ql- 


■El- 


-F10 


Seq. 


No. 


315426 











45019 



Seq. ID LIB148-006-Q1-E1-F9 

Seq. No. 315427 

Seq. ID LIB148-006-Q1-E1-G8 

Seq. No. 315428 

Seq. ID LIB148-006-Q1-E1-H12 

Seq. No. 315429 

Seq. ID LIB148-006-Q1-E1-H3 

Seq. No. 315430 

Seq. ID LIB148-006-Q1-E1-H4 

Seq. No. 315431 

Seq. ID LIB148-007-Q1-E1-A10 

Seq. No. 315432 

Seq. ID LIB148-007-Q1-E1-A2 

Seq. No. 315433 

Seq. ID LIB148-007-Q1-E1-B1 

Seq. No. 315434 

Seq. ID LIB148-007-Q1-E1-B4 

Seq. No. 315435 

Seq. ID LIB148-007-Q1-E1-C8 

Seq. No. 315436 

Seq. ID LIB148-007-Q1-E1-D12 

Seq. No. 315437 

Seq. ID LIB148-007-Q1-E1-E1 

Seq. No. 315438 

Seq. ID LIB148-007-Q1-E1-E11 

Seq. No. 315439 

Seq. ID LIB148-007-Q1-E1-E8 

Seq. No. 315440 

Seq. ID LIB148-007-Q1-E1-F10 

Seq. No. 315441 

Seq. ID LIB148-007-Q1-E1-F7 

Seq. No. 315442 

Seq. ID LIB148-007-Q1-E1-G10 

Seq. No. 315443 

Seq. ID LIB148-007-Q1-E1-H4 

Seq. No. 315444 

Seq. ID LIB148-008-Q1-E1-A1 

Seq. No. 315445 



45020 



Seq. ID LIB148-008-Q1-E1-A4 

Seq. No. 315446 

Seq. ID LIB148-008-Q1-E1-B11 

Seq. No. 315447 

Seq. ID LIB148-008-Q1-E1-B4 

Seq. No. 315448 

Seq. ID LIB148-008-Q1-E1-B5 

Seq. No. 315449 

Seq. ID LIB148-008-Q1-E1-B9 

Seq. No. 315450 

Seq. ID LIB148-008-Q1-E1-C4 

Seq. No. 315451 

Seq. ID LIB148-008-Q1-E1-D2 

Seq. No. 315452 

Seq. ID LIB148-008-Q1-E1-D8 

Seq. No. 315453 

Seq. ID LIB148-008-Q1-E1-E1 

Seq. No. 315454 

Seq. ID LIB148-008-Q1-E1-E3 

Seq. No. 315455 

Seq. ID LIB148-008-Q1-E1-F5 

Seq. No. 315456 

Seq. ID LIB148-008-Q1-E1-H12 

Seq. No. 315457 

Seq. ID LIB148-008-Q1-E1-H7 

Seq. No. 315458 

Seq. ID LIB148-008-Q1-E1-H9 

Seq. No. 315459 

Seq. ID LIB148-009-Q1-E1-A1 

Seq. No. 315460 

Seq. ID LIB148-009-Q1-E1-A10 

Seq. No. 315461 

Seq. ID LIB148-009-Q1-E1-A12 

Seq. No. 315462 

Seq. ID LIB148-009-Q1-E1-A4 

Seq. No. 315463 

Seq. ID LIB148-009-Q1-E1-A6 

Seq. No. 315464 

45021 



Seq. ID LIB148-009-Q1-E1-B2 

Seq. No. 315465 

Seq. ID LIB148-009-Q1-E1-B6 

Seq. No. 315466 

Seq. ID LIB148-009-Q1-E1-C10 

Seq. No. 315467 

Seq. ID LIB148-009-Q1-E1-C11 

Seq. No. 315468 

Seq. ID LIB148-009-Q1-E1-C12 

Seq. No. 315469 

Seq. ID LIB148-009-Q1-E1-C5 

Seq. No. 315470 

Seq. ID LIB148-009-Q1-E1-D2 

Seq. No. 315471 

Seq. ID LIB148-009-Q1-E1-D7 

Seq. No. 315472 

Seq. ID LIB148-009-Q1-E1-E12 

Seq. No. 315473 

Seq. ID LIB148-009-Q1-E1-E3 

Seq. No. 315474 

Seq. ID LIB148-009-Q1-E1-E5 

Seq. No. 315475 

Seq. ID LIB148-009-Q1-E1-F1 

Seq. No. 315476 

Seq. ID LIB148-009-Q1-E1-F10 

Seq. No. 315477 

Seq. ID LIB148-009-Q1-E1-G4 

Seq. No. 315478 

Seq. ID LIB148-009-Q1-E1-G5 

Seq. No. 315479 

Seq. ID LIB148-009-Q1-E1-G6 

Seq. No. 315480 

Seq. ID LIB148-009-Q1-E1-G7 

Seq. No. 315481 

Seq. ID LIB148-009-Q1-E1-H11 

Seq. No. 315482 

Seq. ID LIB148-009-Q1-E1-H12 

Seq. No. 315483 



45022 




Seq. 


ID 


LIB148 


-009 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


315484 
LIB148 


-009 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


315485 
LIB148 


-009 


-Ql' 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


315486 
LIB148 


-009 


-Ql' 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


315487 
LIB148 


-010- 


-Ql- 


-El' 


-Al 


Seq. 
Seq. 


No. 

ID 


315488 
LIB148 


-010- 


-Ql- 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


315489 
LIB148 


-010- 


-Ql- 


-El' 


-A4 


Seq. 
Seq. 


No. 

ID 


315490 
LIB148 


-010- 


-Ql- 


-El' 


-A7 


Seq. 
Seq. 


No. 

ID 


315491 
LIB148- 


-010- 


-Ql- 


-El' 


-B3 


Seq. 
Seq. 


No. 

ID 


315492 
LIB148- 


-010- 


-Ql- 


-El' 


-B5 


Seq. 
Seq. 


No. 

ID 


315493 
LIB148- 


-010- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


315494 
LIB148- 


-010- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 
ID 


315495 
LIB148- 


-010- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


315496 
LIB148- 
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45034 




Seq. 


ID 


LIB148 


-025' 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


315712 
LIB148 


-025- 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


315713 
LIB148 


-025- 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


315714 
LIB148 


-026- 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


315715 
LIB148 


-026- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


315716 
LIB148 


-026- 


-Ql- 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


315717 
LIB148 


-026- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


315718 
LIB148 


-026- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 
ID 


315719 
LIB148 


-026- 


-Ql 


-El- 


-CI 


Seq. 
Seq. 


No. 
ID 


315720 
LIB148 


-026- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


315721 
LIB148 


-026- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


315722 
LIB148- 


-026- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


315723 
LIB148- 


-026- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


315724 
LIB148- 


-026- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 
ID 


315725 
LIB148- 


-026- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


315726 
LIB148- 


-026- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


315727 
LIB148- 


-026- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


315728 
LIB148- 


-026- 


-Ql- 


-El- 


-F8 


Seq. . 
Seq. 


No. 

ID 


315729 
LIB148- 


-026- 


-Ql- 


-El- 


-G10 


Seq. 


No. 


315730 











45035 



Seq. 


ID 


LIB148 


-026 


-Ql- 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


315731 
LIB148 


-026 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


315732 
LIB148 


-027 


-Ql- 


-EL 


-A12 


Seq. 
Seq. 


No. 

ID 


315733 
LIB148- 


-027 


-Ql- 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


315734 
LIB148 


-027 


-Ql- 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


315735 
LIB148- 


-027 


-Ql- 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


315736 
LIB148- 


-027 


-Ql- 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


315737 
LIB148- 


-027 


-Ql- 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


315738 
LIB148 


-027 


-Ql- 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


315739 
LIB148 


-027 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


315740 
LIB148 


-027 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


315741 
LIB148 


-027 


-Ql' 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


315742 
LIB148 


-027 


-Ql- 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


315743 
LIB148 


-027 


-Ql- 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


315744 
LIB148 


-027 


-Ql- 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


315745 
LIB148- 


-027 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


315746 
LIB148- 


-027 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


315747 
LIB148 


-027 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


315748 
LIB148- 


-027 


-Ql- 


-El- 


-H7 


Seq. 


No. 


315749 











45036 



Seq. 


ID 


LIB148 


-028 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


315750 
LIB148 


-028 


-Ql- 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


315751 
LIB148 


-028 


-Ql- 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


315752 
LIB148 


-028 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


315753 
LIB148 


-028 


-Ql- 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


315754 
LIB148 


-028 


-Ql- 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


315755 
LIB148 


-028 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


315756 
LIB148 


-028 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


315757 
LIB148 


-028 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


315758 
LIB148 


-028 


-Ql- 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


315759 
LIB148 


-028 


-Ql- 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


315760 
LIB148 


-028 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


315761 
LIB148 


-028 


-Ql- 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


315762 
LIB148 


-028 


-Ql- 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


315763 
LIB148 


-028 


-Ql- 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


315764 
LIB148 


-028 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


315765 
LIB148 


-029 


-Ql- 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


315766 
LIB148 


-029 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


315767 
LIB148- 


-029 


-Ql- 


-El- 


-B5 


Seq. 


No. 


315768 











45037 




Seq. 


ID 


LIB148 


-029 


-Ql 


-El 


-Cl 


Seq. 
Seq. 


No. 

ID 


315769 
LIB148 


-029 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 
ID 


315770 
LIB148 


-029- 


-Ql' 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


315771 
LIB148 


-029- 


-Ql- 


-El 


-D12 


Seq. 
Seq. 


No. 
ID 


315772 
LIB148 


-029- 


-Ql- 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


315773 
LIB148- 


-029- 


-Ql- 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


315774 
LIB148 


-029- 


-Ql- 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


315775 
LIB148- 


-029- 


-Ql- 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


315776 
LIB148- 


-029- 


-Ql- 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


315777 
LIB148- 


-029- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 
ID 


315778 
LIB148- 


-029- 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


315779 
LIB148- 


-029- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


315780 
LIB148- 


-029- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


315781 
LIB148- 


-029- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


315782 
LIB148- 


-029- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


315783 
LIB148- 


-029- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


315784 
LIB148- 


-030- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


315785 
LIB148- 


-030- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


315786 
LIB148- 


-030- 


-Ql- 


-El- 


-CI 


Seq. 


No. 


315787 











45038 



Seq. 


ID 


LIB148 


-030 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


315788 
LIB148 


-030 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


315789 
LIB148 


-030 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 
ID 


315790 
LIB148 


-030- 


-Ql- 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


315791 
LIB148 


-030- 


-Ql- 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


315792 
LIB148- 


-030- 


-Ql- 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


315793 
LIB148 


-030- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


315794 
LIB148 


-030- 


-Ql- 


-EL 


-F5 


Seq. 
Seq. 


No. 

ID 


315795 
LIB148 


-030- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


315796 
LIB148' 


-030- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


315797 
LIB148- 


-030- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


315798 
LIB148- 


-030- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


315799 
LIB148- 


-031- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


315800 
LIB148- 


-031- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


315801 
LIB148- 


-031- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


315802 
LIB148- 


-031- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 
ID 


315803 
LIB148- 


-031- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


315804 
LIB148- 


-031- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


315805 
LIB148- 


-031- 


-Ql- 


-El- 


-E10 


Seq. 


No. 


315806 











45039 



Seq. 


ID 


LIB148 


-031 


-Ql- 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


315807 
LIB148 


-031 


-Ql- 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


315808 
LIB148 


-031 


-Ql- 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


315809 
LIB148 


-032 


-Ql- 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


315810 
LIB148 


-032 


-Ql- 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


315811 
LIB148 


-032 


-Ql- 


-El 


-B3 


Seq. 
Seq. 


No. 
ID 


315812 
LIB148 


-032 


-Ql- 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


315813 
LIB148 


-032 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


315814 
LIB148 


-032 


-Ql- 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


315815 
LIB148- 


-032 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


315816 
LIB148- 


-032- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


315817 
LIB148- 


-032- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


315818 
LIB148- 


-032- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


315819 
LIB148- 


-032- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


315820 
LIB148- 


-032- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


315821 
LIB148- 


-032- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


315822 
LIB148- 


-032- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


315823 
LIB148- 


-032- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


315824 
LIB148- 


-033- 


-Ql- 


-El- 


-A3 


Seq. 


No. 


315825 











45040 



Seq. ID LIB148-033-Q1-E1-A4 

Seq. No. 315826 

Seq. ID LIB148-033-Q1-E1-B10 

Seq. No. 315827 

Seq. ID LIB148-033-Q1-E1-C10 

Seq. No. 315828 

Seq. ID LIB148-033-Q1-E1-C3 

Seq. No. 315829 

Seq. ID LIB148-033-Q1-E1-C5 

Seq. No. 315830 

Seq. ID LIB148-033-Q1-E1-D10 

Seq. No. 315831 

Seq. ID LIB148-033-Q1-E1-D3 

Seq. No. 315832 

Seq. ID LIB148-033-Q1-E1-D4 

Seq. No. 315833 

Seq. ID LIB148-033-Q1-E1-D7 

Seq. No. 315834 

Seq. ID LIB148-033-Q1-E1-F3 

Seq. No. 315835 

Seq. ID LIB148-033-Q1-E1-F4 

Seq. No. 315836 

Seq. ID LIB148-033-Q1-E1-F5 

Seq. No. 315837 

Seq. ID LIB148-033-Q1-E1-G2 

Seq. No. 315838 

Seq. ID LIB148-033-Q1-E1-G6 

Seq. No. 315839 

Seq. ID LIB148-033-Q1-E1-H4 

Seq. No. 315840 

Seq. ID LIB148-033-Q1-E1-H7 

Seq. No. 315841 

Seq. ID LIB148-033-Q1-E1-H9 

Seq. No. 315842 

Seq. ID LIB148-034-Q1-E1-A3 

Seq. No. 315843 

Seq. ID LIB148-034-Q1-E1-A9 

Seq. No. 315844 



450 



Seq. ID LIB148-034-Q1-E1-C9 

Seq. No. 315845 

Seq. ID LIB148-034-Q1-E1-D12 

Seq. No. 315846 

Seq. ID LIB148-034-Q1-E1-D2 

Seq. No. 315847 

Seq. ID LIB148-034-Q1-E1-D3 

Seq. No. 315848 

Seq. ID LIB148-034-Q1-E1-D8 

Seq. No. 315849 

Seq. ID LIB148-034-Q1-E1-E8 

Seq. No. 315850 

Seq. ID LIB148-034-Q1-E1-E9 

Seq. No. 315851 

Seq. ID LIB148-034-Q1-E1-G4 

Seq. No. 315852 

Seq. ID LIB148-034-Q1-E1-H10 

Seq. No. 315853 

Seq. ID LIB148-034-Q1-E1-H8 

Seq. No. 315854 

Seq. ID LIB148-035-Q1-E1-A3 

Seq. No. 315855 

Seq. ID LIB148-035-Q1-E1-A4 

Seq. No. 315856 

Seq. ID LIB148-035-Q1-E1-B2 

Seq. No. 315857 

Seq. ID LIB148-035-Q1-E1-B5 

Seq. No. 315858 

Seq. ID LIB148-035-Q1-E1-B7 

Seq. No. 315859 

Seq. ID LIB148-035-Q1-E1-B8 

Seq. No. 315860 

Seq. ID LIB148-035-Q1-E1-C12 

Seq. No. 315861 

Seq. ID LIB148-035-Q1-E1-C8 

Seq. No. 315862 

Seq. ID LIB148-035-Q1-E1-C9 

Seq. No. 315863 



45042 



Seq. 


ID 


LIB148 


-035- 


-Ql- 


-El 


-F10 


Seq. 
Seq. 


No. 
ID 


315864 
LIB148 


-035- 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


315865 
LIB148 


-035- 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


315866 
LIB148 


-035- 


-Ql- 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


315867 
LIB148 


-035- 


-Ql- 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


315868 
LIB148 


-036- 


-Ql- 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


315869 
LIB148 


-036- 


-Ql- 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


315870 
LIB148 


-036- 


-Ql- 


-El 


-B2 


Seq. 
Seq. 


No. 
ID 


315871 
LIB148 


-036- 


-Ql- 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


315872 
LIB148 


-036- 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 
ID 


315873 
LIB148 


-036 


-Ql- 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


315874 
LIB148 


-036- 


-Ql- 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


315875 
LIB148 


-036 


-Ql- 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


315876 
LIB148 


-036- 


-Ql- 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


315877 
LIB148 


-036- 


-Ql- 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


315878 
LIB148 


-036- 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


315879 
LIB148 


-037- 


-Ql- 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


315880 
LIB148 


-037- 


-Ql- 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


315881 
LIB148 


-037- 


-Ql- 


-El 


-Cll 


Seq. 


No. 


315882 











45043 



Seq. 


ID 


LIB148 


-037 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


315883 
LIB148 


-037 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


315884 
LIB148 


-037 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 
ID 


315885 
LIB148 


-037 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


315886 
LIB148 


-037 


-Ql- 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


315887 
LIB148 


-037 


-Ql- 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


315888 
LIB148 


-037 


-Ql- 


-El' 


-Gil 


Seq. 
Seq. 


No. 

ID 


315889 
LIB148 


-037 


-Ql- 


-El 


-G2 


Seq. 
Seq. 


No. 
ID 


315890 
LIB148- 


-037 


-Ql- 


-El' 


-Hll 


Seq. 
Seq. 


No. 

ID 


315891 
LIB148- 


-037- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


315892 
LIB148- 


-038- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


315893 
LIB148- 


-038- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


315894 
LIB148- 


-038- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


315895 
LIB148- 


-038- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


315896 
LIB148- 


-038- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 
ID 


315897 
LIB148- 


-038- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


315898 
LIB148- 


-038- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


315899 
LIB148- 


-038- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


315900 
LIB148- 


-038- 


-Ql- 


-El- 


-E5 


Seq. 


No. 


315901 











45044 



Seq. ID LIB148-038-Q1-E1-G3 

Seq. No. 315902 

Seq. ID LIB148-038-Q1-E1-G6 

Seq. No. 315903 

Seq. ID LIB148-038-Q1-E1-H11 

Seq. No. 315904 

Seq. ID LIB148-038-Q1-E1-H2 

Seq. No. 315905 

Seq. ID LIB148-038-Q1-E1-H3 

Seq. No. 315906 

Seq. ID LIB148-039-Q1-E1-A6 

Seq. No. 315907 

Seq. ID LIB148-039-Q1-E1-B10 

Seq. No. 315908 

Seq. ID LIB148-039-Q1-E1-B3 

Seq. No. 315909 

Seq. ID LIB148-039-Q1-E1-B4 

Seq. No. 315910 

Seq. ID LIB148-039-Q1-E1-C10 

Seq. No. 315911 

Seq. ID LIB148-039-Q1-E1-C12 

Seq. No. 315912 

Seq. ID LIB148-039-Q1-E1-C9 

Seq. No. 315913 

Seq. ID LIB148-039-Q1-E1-D3 

Seq. No. 315914 

Seq. ID LIB148-039-Q1-E1-E8 

Seq. No. 315915 

Seq. ID LIB148-039-Q1-E1-F1 

Seq. No. 315916 

Seq. ID LIB148-039-Q1-E1-F10 

Seq. No. 315917 

Seq. ID LIB148-039-Q1-E1-F2 

Seq. No. 315918 

Seq. ID LIB148-039-Q1-E1-F4 

Seq. No. 315919 

Seq. ID LIB148-039-Q1-E1-G10 

Seq. No. 315920 



45045 



Seq. 


ID 


LIB148 


-039 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


315921 
LIB148 


-039' 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 
ID 


315922 
LIB148 


-039 


-Ql- 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


315923 
LIB148 


-039 


-Ql- 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


315924 
LIB148 


-039 


-Ql- 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


315925 
LIB148 


-040- 


-Ql- 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


315926 
LIB148 


-040- 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


315927 
LIB148 


-040- 


-Ql- 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


315928 
LIB148 


-040- 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


315929 
LIB148- 


-040- 


-Ql- 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


315930 
LIB148- 


-040- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


315931 
LIB148- 


-040- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


315932 
LIB148- 


-040- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


315933 
LIB148- 


-040- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


315934 
LIB148- 


-040- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


315935 
LIB148- 


-040- 


-Ql- 


-El- 


-E9 


Seq, 
Seq. 


No. 

ID 


315936 
LIB148- 


-040- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


315937 
LIB148- 


-040- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


315938 
LIB148- 


-040- 


-Ql- 


-El- 


-F6 


Seq. 


No. 


315939 











45046 




Seq. 


ID 


LIB148 


-040 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


315940 
LIB148 


-040 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


315941 
LIB148 


-040 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 
ID 


315942 
LIB148 


-040 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


315943 
LIB148 


-041 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 
ID 


315944 
LIB148 


-041 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


315945 
LIB148 


-041 


-Ql- 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


315946 
LIB148- 


-041- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


315947 
LIB148- 


-041- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


315948 
'LIB148- 


-041- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


315949 
LIB148- 


-042- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


315950 
LIB148- 


-042- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


315951 
LIB148- 


-042- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


315952 
LIB148- 


-042- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


315953 
LIB148- 


-042- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


315954 
LIB148- 


-042- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


315955 
LIB148- 


-042- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


315956 
LIB148- 


-042- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


315957 
LIB148- 


-042- 


-Ql- 


-El- 


-D8 


Seq. 


No. 


315958 











45047 



Seq. ID 



LIB14 8-042-Q1-E1-E10 



C o rr 


Mo 


71 RQRQ 










Seq. 


ID 


LIB148 


-042 


-Ql- 


■El 


-E12 


Corf 




71 RQ^n 










Seq. 


ID 


LIB148 


-042 


-Ql- 


-El 


-F10 


oeq . 


Mo 


71 RQ£1 










Seq. 


ID 


LIB148 


-042- 


-Ql- 


■El 


-Fll 
















Seq. 


ID 


LIB148 


-042 


-Ql- 


■El 


-H10 


oeq . 


Mo 


71 ^Q^7 










Seq. 


ID 


LIB148 


-042- 


-Ql- 


■El 


-H2 




Mo 












Seq. 


ID 


LIB148 


-043- 


-Ql- 


■El 


-A10 




Mo 


71 RQf^R 










Seq. 


ID 


LIB148 


-043- 


-Ql- 


■El 


-A2 


Seq . 


Mo 
JNO . 












Seq. 


ID 


LIB148 


-043- 


-Ql- 


■El 


-Bll 


Seq . 


Mo 

JNO . 


71 c: q an 










Seq. 


ID 


LIB148 


-043- 


-Ql- 


■El' 


-B5 


C /-v 

064 . 


Mo 
JNO . 


7 1 RQCQ 










Seq. 


ID 


LIB148 


-043- 


-Ql- 


■El 


-B8 


Seq . 


Mo 


7 1 RQCQ 










Seq. 


ID 


LIB148- 


-043- 


-Ql- 


■El 


-C5 


oeq . 


Mo 
1NO . 


71 RQ7 n 










Seq. 


ID 


LIB148 


-043- 


-Ql- 


■El' 


-C6 


ot3q . 


Mo 


71 RQ71 










Seq. 


ID 


LIB148- 


-043- 


-Ql- 


■El' 


-C9 


oeq . 


Mo 


71 










Seq. 


ID 


LIB148- 


-043- 


-Ql- 


-El- 


-E12 


oeq . 


Mo 


71 ^ Q7 7 










Seq. 


ID 


LIB148- 


-043- 


-Ql- 


El- 


-E4 


Seq . 


JNO . 


jio y / 41 










Seq. 


ID 


LIB148- 


-043- 


-Ql- 


■El- 


-E8 


Seq. 


No. 


315975 










Seq. 


ID 


LIB148- 


-043- 


-Ql- 


El- 


-Fll 


Seq. 


No. 


315976 










Seq. 


ID 


LIB148- 


-043- 


-Ql- 


■El- 


-F12 


Seq. 


No. 


315977 











45048 



Seq. 


ID 


LIB148 


-043 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


315978 
LIB148 


-043 


-Ql' 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


315979 
LIB148 


-043 


-Ql- 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


315980 
LIB148 


-043 


-Ql- 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


315981 
LIB148- 


-043- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


315982 
LIB148- 


-044- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


315983 
LIB148- 


-044- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


315984 
LIB148- 


-044- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


315985 
LIB148- 


-044- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


315986 
LIB148- 


-044- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


315987 
LIB148- 


-044- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


315988 
LIB148- 


-044- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


315989 
LIB148- 


-044- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


315990 
LIB148- 


-044- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


315991 
LIB148- 


-044- 


-Ql- 


-El- 


-E8 


Seq. 
Seq, 


No. 

ID 


315992 
LIB148- 


-044- 


-Ql- 


■El- 


-E9 


Seq. 
Seq. 


No. 

ID 


315993 
LIB148- 


-044- 


-Ql- 


■El- 


-F5 


Seq. 
Seq. 


No. 

ID 


315994 
LIB148- 


-044- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


315995 
LIB148- 


■044- 


-Ql- 


■El- 


-H3 


Seq. 


No. 


315996 











45049 



Seq. ID LIB148-045-Q1-E1-A10 
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Seq. No. 315999 

Seq. ID LIB148-045-Q1-E1-C3 
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Seq. ID LIB148-045-Q1-E1-C9 
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Seq. No. 316003 

Seq. ID LIB148-045-Q1-E1-G2 

Seq. No. 316004 

Seq. ID LIB148-045-Q1-E1-G6 

Seq. No. 316005 

Seq. ID LIB148-045-Q1-E1-H2 

Seq. No. 316006 

Seq. ID LIB148-045-Q1-E1-H8 

Seq. No. 316007 

Seq. ID LIB148-046-Q1-E1-A12 

Seq. No. 316008 

Seq. ID LIB148-046-Q1-E1-B1 

Seq. No. 316009 

Seq. ID LIB148-046-Q1-E1-B10 

Seq. No. 316010 

Seq. ID LIB148-046-Q1-E1-B12 

Seq. No. 316011 

Seq. ID LIB148-046-Q1-E1-C10 

Seq. No. 316012 

Seq. ID LIB148-046-Q1-E1-C2 

Seq. No. 316013 

Seq. ID LIB148-046-Q1-E1-D11 

Seq. No. 316014 

Seq. ID LIB148-046-Q1-E1-E11 
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-El 


-H12 


Seq. 
Seq. 


No. 

ID 


316098 
LIB148 


-051 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


316099 
LIB148 


-052 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


316100 
LIB148 


-052 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


316101 
LIB148 


-052 


-Ql- 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


316102 
LIB148- 


-052 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


316103 
LIB148 


-052 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


316104 
LIB148- 


-052 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


316105 
LIB148- 


-052- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


316106 
LIB148- 


-052- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


316107 
LIB148- 


-052- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


316108 
LIB148- 


-053- 


-Ql- 


-El- 


-B3 


Seq. 
Seq, 


No. 

ID 


316109 
LIB148- 


-053- 


-Ql- 


-El- 


-Cll 


Seq. 


No. 


316110 











45055 



Seq. 


ID 


LIB148 


-053 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


316111 
LIB148 


-053 


-Ql- 


-El 


-C4 


Seq. 
Seq. 


No. 
ID 


316112 
LIB148 


-053- 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


316113 
LIB148 


-053- 


-Ql- 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


316114 
LIB148 


-053- 


-Ql- 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


316115 
LIB148 


-053- 


-Ql- 


-El' 


-F10 


Seq. 
Seq. 


No. 
ID 


316116 
LIB148 


-053- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


316117 
LIB148- 


-053- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


316118 
LIB148- 


-053- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


316119 
LIB148- 


-056- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 
ID 


316120 
LIB148- 


-056- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 
ID 


316121 
LIB148- 


-056- 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 
ID 


316122 
LIB148- 


-056- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


316123 
LIB148- 


-056- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 
ID 


316124 
LIB148- 


-056- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


316125 
LIB148- 


-056- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 
ID 


316126 
LIB148- 


-056- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


316127 
LIB148- 


-056- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


316128 
LIB148- 


-056- 


-Ql- 


■El- 


-Gil 


Seq. 


No. 


316129 











45056 



Seq. 


ID 


LIB148 


-056 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


316130 
LIB148 


-056 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


316131 
LIB148 


-056 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


316132 
LIB148 


-056 


-Ql- 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


316133 
LIB148 


-057 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


316134 
LIB148 


-057 


-Ql- 


-El 


-B12 


Seq. 
Seq. 


No. 
ID 


316135 
LIB148 


-057 


-Ql- 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


316136 
LIB148 


-057 


-Ql- 


-El 


-B7 


Seq. 
Seq. 


No. 
ID 


316137 
LIB148 


-057 


-Ql- 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


316138 
LIB148 


-057 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


316139 
LIB148 


-057 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


316140 
LIB148 


-057 


-Ql- 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


316141 
LIB148 


-057 


-Ql- 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


316142 
LIB148 


-057 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


316143 
LIB148- 


-057- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


316144 
LIB148- 


-057- 


-Ql- 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


316145 
LIB148- 


-057- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


316146 
LIB148- 


-057- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 
ID 


316147 
LIB148- 


-057- 


-Ql- 


-El- 


-Fl 


Seq. 


No. 


316148 











45057 



Seq. 


ID 


LIB148- 


-057 


-Ql- 


■El 


-F2 


Seq* 


No. 


316149 










Seq. 


ID 


LIB148 


-057 


-Ql- 


■El' 


-F5 


Seq. 


No. 


316150 










Seq. 


ID 


LIB148 


-057 


-Ql- 


■El' 


-F8 


Seq. 


No. 


316151 










Seq. 


ID 


LIB148 


-057 


-Ql- 


■El' 


-G10 


Seq. 


No. 


316152 










Seq. 


ID 


LIB148 


-057 


-Ql- 


■El' 


-H3 


Seq. 


No. 


316153 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El' 


-A12 


Seq. 


No. 


316154 










Seq. 


ID 


LIB148 


-058 


-Ql- 


•El 


-A4 


Seq. 


No. 


316155 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El 


-B9 


Seq. 


No. 


316156 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El 


-C10 


Seq. 


No. 


316157 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El 


-C4 


Seq. 


No. 


316158 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El 


-D12 


Seq. 


No. 


316159 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El 


-D3 


Seq. 


No. 


316160 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El 


-D6 


Seq. 


No. 


316161 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El 


-Ell 


Seq. 


No. 


316162 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El 


-F4 


Seq. 


No. 


316163 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El 


-G12 


Seq. 


No. 


316164 










Seq. 


ID 


LIB148- 


-058 


-Ql- 


■El' 


-G5 


Seq. 


No. 


316165 










Seq. 


ID 


LIB148 


-058 


-Ql- 


■El' 


-G6 


Seq. 


No. 


316166 










Seq. 


ID 


LIB148- 


-058 


-Ql- 


■El' 


-G7 


Seq. 


No. 


316167 











45058 




Seq. 


ID 


LIB148 


-058- 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


316168 
LIB148- 


-059- 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


316169 
LIB148- 


-059- 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


316170 
LIB148 


-059- 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


316171 
LIB148 


-059- 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


316172 
LIB148 


-059- 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


316173 
LIB148 


-059- 


-Ql 


-El' 


-C7 


Seq. 
Seq. 


No. 

ID 


316174 
LIB148- 


-059- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


316175 
LIB148- 


-059- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 
ID 


316176 
LIB148- 


-059- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 
ID 


316177 
LIB148- 


-059- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


316178 
LIB148- 


-059- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


316179 
LIB148- 


-059- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


316180 
LIB148- 


-059- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 
ID 


316181 
LIB148- 


-059- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


316182 
LIB148- 


-059- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 
ID 


316183 
LIB148- 


-059- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


316184 
LIB148- 


-059- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


316185 
LIB148- 


-060- 


-Ql- 


-El- 


-A5 


Seq. 


No. 


316186 











45059 



II 



Seq. 


ID 


LIB148 


-060 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


316187 
LIB148 


-060 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


316188 
LIB148 


-060 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


316189 
LIB148 


-060 


-Ql- 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


316190 
LIB148 


-060 


-Ql- 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


316191 
LIB148 


-060' 


-Ql- 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


316192 
LIB148 


-060- 


-Ql- 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


316193 
LIB148 


-060- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


316194 
LIB148 


-061- 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


316195 
LIB148- 


-061- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


316196 
LIB148- 


-061- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


316197 
LIB148- 


-061- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


316198 
LIB148- 


-061- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


316199 
LIB148- 


-061- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


316200 
LIB148- 


-061- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 
ID 


316201 
LIB148- 


-061- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


316202 
LIB148- 


-061- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


316203 
LIB148- 


-061- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


316204 
LIB148- 


-061- 


-Ql- 


-El- 


-E8 


Seq. 


No. 


316205 











45060 



Seq. 


ID 


LIB148 


-061 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


316206 
LIB148 


-061 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 
ID 


316207 
LIB148 


-061 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


316208 
LIB148 


-062 


-Ql- 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


316209 
LIB148 


-062 


-Ql- 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


316210 
LIB148 


-062- 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 
ID 


316211 
LIB148 


-062- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


316212 
LIB148 


-062- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


316213 
LIB148 


-062- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


316214 
LIB148- 


-062- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


316215 
LIB148- 


-062- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 
ID 


316216 
LIB148- 


-062- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


316217 
LIB148- 


-062- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


316218 
LIB148- 


-062- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


316219 
LIB148- 


-063- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


316220 
LIB148- 


-063- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


316221 
LIB148- 


-063- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


316222 
LIB148- 


-063- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 
ID 


316223 
LIB148- 


-063- 


-Ql- 


-El- 


-B8 


Seq. 


No. 


316224 











450 




Seq. 


ID 


LIB148 


-063 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


316225 
LIB148 


-063 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


316226 
LIB148 


-063 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


316227 
LIB148 


-063 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


316228 
LIB148 


-063 


"Ql 


-El 


-F12 


Seq. 
Seq. 


No. 
ID 


316229 
LIB148 


-063 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


316230 
LIB148 


-063 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


316231 
LIB148 


-063 


-Ql 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


316232 
LIB148 


-063- 


-Ql 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


316233 
LIB148 


-064- 


-Ql 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


316234 
LIB148- 


-064- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


316235 
LIB148- 


-064- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


316236 
LIB148- 


-064- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


316237 
LIB148- 


-064- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


316238 
LIB148- 


-064- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


316239 
LIB148- 


-064- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 
ID 


316240 
LIB148- 


-064- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


316241 
LIB148- 


-064- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 
ID 


316242 
LIB148- 


-064- 


-Ql- 


-El- 


-D12 


Seq. 


No. 


316243 











45062 



Seq. 


ID 


LIB148- 


-064 


-Ql- 


■El- 


-D2 


Seq. 


No. 


316244 










Seq. 


ID 


LIB148- 


-064 


-Ql- 


■El- 


-D8 


Seq. 


No. 


316245 










Seq. 


ID 


LIB148' 


-064 


-Ql- 


■El- 


-D9 


Seq. 


No. 


316246 










Seq. 


ID 


LIB148- 


-064 


-Ql- 


■El 


-E10 


Seq. 


No. 


316247 










Seq. 


ID 


LIB148- 


-064 


-Ql- 


■El 


-Ell 


Seq. 


No. 


316248 










Seq. 


ID 


LIB148 


-064 


-Ql- 


■El 


-E2 


Seq. 


No. 


316249 










Seq. 


ID 


LIB148 


-064 


-Ql- 


■El 


-E3 


Seq. 


No. 


316250 










Seq. 


ID 


LIB148 


-064 


-Ql- 


■El 


-E9 


Seq. 


No. 


316251 










Seq. 


ID 


LIB148- 


-064 


-Ql- 


■El 


-Fll 


Seq. 


No. 


316252 










Seq. 


ID 


LIB148- 


-064 


-Ql- 


■El 


-G3 


Seq. 


No. 


316253 










Seq. 


ID 


LIB148 


-064 


-Ql- 


■El 


-G7 


Seq. 


No. 


316254 










Seq. 


ID 


LIB148 


-064 


-Ql- 


■El 


-H8 


Seq. 


No. 


316255 










Seq. 


ID 


LIB148 


-064 


-Ql- 


■El 


-H9 


Seq. 


No. 


316256 










Seq. 


ID 


LIB148 


-065 


-Ql- 


■El 


-A2 


Seq. 


No. 


316257 










Seq. 


ID 


LIB148 


-065 


-Ql- 


■El 


-A6 


Seq. 


No. 


316258 










Seq. 


ID 


LIB148 


-065 


-Ql- 


■El 


-B7 


Seq. 


No. 


316259 










Seq. 


ID 


LIB148 


-065 


-Ql- 


-El 


-B9 


Seq. 


No. 


316260 










Seq. 


ID 


LIB148- 


-065 


-Ql- 


■El 


-CI 


Seq. 


No. 


316261 










Seq. 


ID 


LIB148- 


-065 


-Ql- 


■El 


-C12 


Seq. 


No. 


316262 











45063 



€1 



Seq. 


ID 


LIB148 


-065 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


316263 
LIB148 


-065 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 
ID 


316264 
LIB148 


-065 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


316265 
LIB148 


-065 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


316266 
LIB148 


-065 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


316267 
LIB148 


-065 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


316268 
LIB148 


-065 


-Ql' 


-El 


-F7 


Seq. 
Seq. 


No. 
ID 


316269 
LIB148 


-065 


-Ql- 


-El' 


-G10 


Seq. 
Seq. 


No. 

ID 


316270 
LIB148 


-065- 


-Ql- 


-El' 


-G12 


Seq. 
Seq. 


No. 

ID 


316271 
LIB148- 


-065- 


-Ql- 


-El' 


-G3 


Seq. 
Seq. 


No. 

ID 


316272 
LIB148- 


-065- 


-Ql- 


-El' 


-G6 


Seq. 
Seq. 


No. 

ID 


316273 
LIB148- 


-065- 


-Ql- 


-El' 


-H4 


Seq. 
Seq. 


No. 

ID 


316274 
LIB148- 


-066- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


316275 
LIB148- 


-066- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


316276 
LIB148- 


-066- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


316277 
LIB148- 


-066- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


316278 
LIB148- 


-066- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 
ID 


316279 
LIB148- 


-066- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


316280 
LIB148- 


-066- 


-Ql- 


-El- 


-E9 


Seq. 


No. 


316281 











45064 



Seq. 


ID 


LIB148 


-066- 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


31-6282 
LIB148 


-066- 


-Ql- 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


316283 
LIB148 


-066- 


-Q2- 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


316284 
LIB148 


-066- 


-Q2- 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


316285 
LIB148 


-066- 


-Q2- 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


316286 
LIB148 


-066- 


-Q2- 


-El' 


-Bll 


Seq. 
Seq. 


No. 

ID 


316287 
LIB148- 


-066- 


-Q2- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


316288 
LIB148- 


-066- 


-Q2- 


-El- 


-B5 


Seq. 
Seq. 


No. 
ID 


316289 
LIB148- 


-066- 


-Q2- 


-El- 


-B7 


Seq. 
Seq. 


No. 
ID 


316290 
LIB148- 


-066- 


-Q2- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


316291 
LIB148- 


-066- 


-Q2- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


316292 
LIB148- 


-066- 


-Q2- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


316293 
LIB148- 


-066- 


-Q2- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


316294 
LIB148- 


-066- 


-Q2- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


316295 
LIB148- 


-066- 


-Q2- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


316296 
LIB148- 


-066- 


-Q2- 


■El- 


-G10 


Seq. 
Seq. 


No. 

ID 


316297 
LIB148- 


-066- 


-Q2- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


316298 
LIB148- 


-066- 


-Q2- 


■El- 


-H10 


Seq. 
Seq. 


No. 

ID 


316299 
LIB148- 


-066- 


■Q2- 


-El- 


-H2 


Seq. 


No. 


316300 











45065 



Seq. ID LIB148-066-Q2-E1-H8 

Seq. No. 316301 

Seq. ID LIB189-001-Q1-E1-A7 

Seq. No. 316302 

Seq. ID LIB189-001-Q1-E1-B12 

Seq. No. 316303 

Seq. ID LIB189-001-Q1-E1-C1 

Seq. No. 316304 

Seq. ID LIB189-001-Q1-E1-C10 

Seq. No. 316305 

Seq. ID LIB189-001-Q1-E1-C11 

Seq. No. 316306 

Seq. ID LIB189-001-Q1-E1-C6 

Seq. No. 316307 

Seq. ID LIB189-001-Q1-E1-D11 

Seq. No. 316308 

Seq. ID LIB189-001-Q1-E1-D8 

Seq. No. 316309 

Seq. ID LIB189-001-Q1-E1-F6 

Seq. No. 316310 

Seq. ID LIB189-001-Q1-E1-F8 

Seq. No. 316311 

Seq. ID LIB189-001-Q1-E1-G10 

Seq. No. 316312 

Seq. ID LIB189-001-Q1-E1-G9 

Seq. No. 316313 

Seq. ID LIB189-001-Q1-E1-H11 

Seq. No. 316314 

Seq. ID LIB189-001-Q1-E1-H6 

Seq. No. 316315 

Seq. ID LIB189-002-Q1-E1-A1 

Seq. No. 316316 

Seq. ID LIB189-002-Q1-E1-B1 

Seq. No. 316317 

Seq. ID LIB189-002-Q1-E1-B3 

Seq. No. 316318 

Seq. ID LIB189-002-Q1-E1-B9 

Seq. No. 316319 



450 



Seq. ID LIB189-002-Q1-E1-C5 

Seq. No. 316320 

Seq. ID LIB189-002-Q1-E1-D6 

Seq. No. 316321 

Seq. ID LIB189-002-Q1-E1-E1 

Seq. No. 316322 

Seq. ID LIB189-002-Q1-E1-E10 

Seq. No. 316323 

Seq. ID LIB189-002-Q1-E1-E3 

Seq. No. 316324 

Seq. ID LIB189-002-Q1-E1-F4 

Seq. No. 316325 

Seq. ID LIB189-002-Q1-E1-G10 

Seq. No. 316326 

Seq. ID LIB189-002-Q1-E1-G12 

Seq. No. 316327 

Seq. ID LIB189-002-Q1-E1-G2 

Seq. No. 316328 

Seq. ID LIB189-002-Q1-E1-G4 

Seq. No. 316329 

Seq. ID LIB189-002-Q1-E1-G8 

Seq. No. 316330 

Seq. ID LIB189-002-Q1-E1-G9 

Seq. No. 316331 

Seq. ID LIB189-002-Q1-E1-H2 

Seq. No. 316332 

Seq. ID LIB189-002-Q1-E1-H5 

Seq. No. 316333 

Seq. ID LIB189-003-Q1-E1-A12 

Seq. No. 316334 

Seq. ID LIB189-003-Q1-E1-A2 

Seq. No. 316335 

Seq. ID LIB189-003-Q1-E1-B11 

Seq. No. 316336 

Seq. ID LIB189-003-Q1-E1-B12 

Seq. No. 316337 

Seq. ID LIB189-003-Q1-E1-B2 

Seq. No. 316338 



45067 



Seq. 


ID 


LIB189- 


•003 


-Ql- 


•El- 


-B3 


Seq. 
Seq. 


No. 
ID 


316339 
LIB189- 


-003 


-Ql- 


■El' 


-B5 


Seq. 
Seq. 


No. 

ID 


316340 
LIB189- 


■003- 


-Ql- 


■El' 


-B7 


Seq. 
Seq. 


No. 

ID 


316341 
LIB189- 


■003- 


-Ql- 


■El' 


-Cll 


Seq. 
Seq. 


NO. 

ID 


316342 
LIB189- 


■003- 


-Ql- 


■El' 


-C2 


Seq. 
Seq. 


No. 

ID 


316343 
LIB189- 


■003- 


-Ql- 


■El' 


-Dll 


Seq. 
Seq. 


No. 
ID 


316344 
LIB189- 


003 


-Ql- 


■El' 


-D8 


Seq. 
Seq. 


No. 

ID 


316345 
LIB189- 


■003- 


-Ql- 


■El' 


-Ell 


Seq. 
Seq. 


No. 

ID 


316346 
LIB189- 


■003- 


-Ql- 


■El' 


-E4 


Seq. 
Seq. 


No. 
ID 


316347 
LIB189- 


•003- 


-Ql- 


•El' 


-F12 


Seq. 
Seq. 


No. 

ID 


316348 
LIB189- 


-003 


-Ql- 


■El' 


-F4 


Seq. 
Seq. 


No. 

ID 


316349 
LIB189- 


•003- 


-Ql- 


■El' 


-F7 


Seq. 
Seq. 


No. 

ID 


316350 
LIB189- 


•003- 


-Ql- 


■El' 


-G7 


Seq. 
Seq. 


No. 

ID 


316351 
LIB189- 


003- 


-Ql- 


■El' 


-Hll 


Seq. 
Seq. 


No. 

ID 


316352 
LIB189- 


■004- 


-Ql- 


•El' 


-A10 


Seq. 
Seq. 


No. 
ID 


316353 
LIB189- 


■004- 


-Ql- 


■El' 


-All 


Seq. 
Seq. 


No. 

ID 


316354 
LIB189- 


■004- 


-Ql- 


■El- 


-A8 


Seq. 
Seq. 


No. 

ID 


316355 
LIB189- 


004- 


-Ql- 


■El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


316356 
LIB189- 


004- 


-Ql- 


■El- 


-B3 


Seq. 


No. 


316357 
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Seq. ID 



LIB189-004-Q1-E1-B5 



Seq. No. 316358 

Seq. ID LIB189-004-Q1-E1-C7 

Seq. No. 316359 

Seq. ID LIB189-004-Q1-E1-D2 

Seq. No. 316360 

Seq. ID LIB189-004-Q1-E1-D3 

Seq. No. 316361 

Seq. ID LIB189-004-Q1-E1-E11 

Seq. No. 316362 

Seq. ID LIB189-004-Q1-E1-E2 

Seq. No. 316363 

Seq. ID LIB189-004-Q1-E1-E3 

Seq. No. 316364 

Seq. ID LIB189-004-Q1-E1-E5 

Seq. No. 316365 

Seq. ID LIB189-004-Q1-E1-F10 

Seq. No. 316366 

Seq. ID LIB189-004-Q1-E1-F2 

Seq. No. 316367 

Seq. ID LIB189-004-Q1-E1-F4 

Seq. No. 316368 

Seq. ID LIB189-004-Q1-E1-G12 

Seq. No. 316369 

Seq. ID LIB189-004-Q1-E1-G3 

Seq. No. 316370 

Seq. ID LIB189-004-Q1-E1-G4 

Seq. No. 316371 

Seq. ID LIB189-004-Q1-E1-G8 

Seq. No. 316372 

Seq. ID LIB189-004-Q1-E1-H1 

Seq. No. 316373 

Seq. ID LIB189-004-Q1-E1-H10 

Seq. No. 316374 

Seq. ID LIB189-004-Q1-E1-H4 

Seq. No. 316375 

Seq. ID LIB189-005-Q1-E1-A1 

Seq. No. 316376 



45069 



Seq. 


ID 


LIB189- 


-005 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


316377 
LIB189- 


-005 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


316378 
LIB189- 


■005 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


316379 
LIB189- 


-005 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


316380 
LIB189- 


■005' 


-Ql- 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


316381 
LIB189- 


■005- 


-Ql- 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


316382 
LIB189- 


■005- 


-Ql- 


-El' 


-C3 


Seq. 
Seq. 


No. 

ID 


316383 
LIB189- 


■005- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


316384 
LIB189- 


■005- 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 

ID 


316385 
LIB189- 


•005- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


316386 
LIB189- 


■005- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 
ID 


316387 
LIB189- 


-005- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


316388 
LIB189- 


•005- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


316389 
LIB189- 


•005- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


316390 
LIB189- 


■005- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


316391 
LIB189- 


005- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


316392 
LIB189- 


005- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


316393 
LIB189- 


005- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


316394 
LIB189- 


005- 


-Ql- 


-El- 


-G6 


Seq. 


No. 


316395 
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Seq. 


ID 


LIB189-005-Q1-E1-G7 




Seq. 


No. 


316396 




Seq. 


ID 


LIB189-005-Q1-E1-G9 




Seq. 


No. 


316397 




Seq. 


ID 


LIB189-005-Q1-E1-H1 




Seq. 


No. 


316398 




Seq. 


ID 


LIB18 9-005-Q1-E1-H12 




Seq. 


No. 


316399 




Seq. 


ID 


LIB189-005-Q1-E1-H6 




Seq. 


No. 


316400 




Seq. 


ID 


LIB18 9-005-Q1-E1-H7 




Seq. 


No. 


316401 




Seq. 


ID 


LIB189-006-Q1-E1-A11 


2 


Seq. 


No. 


316402 


ffs 


Seq. 


ID 


LIB189-006-Q1-E1-A2 




Seq. 


No. 


316403 


o 


Seq. 


ID 


LIB189-006-Q1-E1-A7 




Seq. 


No. 


316404 




Seq. 


ID 


LIB189-006-Q1-E1-B11 




Seq. 


No. 


316405 


Q 


Seq. 


ID 


LIB189-006-Q1-E1-B3 




Seq. 


No. 


316406 




Seq. 


ID 


LIB189-006-Q1-E1-B6 


O 


Seq. 


No. 


316407 




Seq. 


ID 


LIB189-006-Q1-E1-B9 




Seq. 


No. 


316408 




Seq. 


ID 


LIB189-006-Q1-E1-C2 




Seq. 


No. 


316409 




Seq. 


ID 


LIB189-006-Q1-E1-C8 




Seq. 


No. 


316410 




Seq. 


ID 


LIB189-006-Q1-E1-D1 




Seq. 


No. 


316411 




Seq. 


ID 


LIB189-006-Q1-E1-D9 




Seq. 


No. 


316412 




Seq. 


ID 


LIB189-006-Q1-E1-E10 




Seq. 


No. 


316413 




Seq. 


ID 


LIB189-006-Q1-E1-E12 




Seq. 


No. 


316414 



45071 



Seq. 


ID 


LIB189- 


-006 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


316415 
LIB189- 


-006 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


316416 
LIB189- 


-006 


-Ql- 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


316417 
LIB189- 


-006 


-Ql- 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


316418 
LIB189- 


-006' 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 
ID 


316419 
LIB189- 


-006- 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 
ID 


316420 
LIB189- 


-007- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


316421 
LIB189- 


-007- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


316422 
LIB189- 


•007- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


316423 
LIB189- 


■007- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


316424 
LIB189- 


■007- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


316425 
LIB189- 


007- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 
ID 


316426 
LIB189- 


■007- 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 
ID 


316427 
LIB189- 


007- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


316428 
LIB189- 


■007- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


316429 
LIB189- 


007- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


316430 
LIB189- 


007- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


316431 
LIB189- 


007- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 
ID 


316432 
LIB189- 


007- 


-Ql- 


-El- 


-HI 


Seq. 


No. 


316433 
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Seq. 


ID 


LIB189- 


•007 


-Ql- 


■El 


-H5 


Seq. 
Seq. 


No. 

ID 


316434 
LIB189- 


•008 


-Ql- 


-El 


-Al 


Seq. 
Seq. 


No. 
ID 


316435 
LIB189- 


■008 


-Ql- 


•El 


-A2 


Seq. 
Seq. 


No. 

ID 


316436 
LIB189- 


■008 


-Ql- 


■El' 


-A6 


Seq. 
Seq. 


No. 

ID 


316437 
LIB189- 


■008 


-Ql- 


■El' 


-A7 


Seq. 
Seq. 


No. 
ID 


316438 
LIB189- 


■008 


-Ql- 


■El' 


-A8 


Seq. 
Seq. 


No. 
ID 


316439 
LIB189- 


■008 


-Ql- 


■El' 


-A9 


Seq. 
Seq. 


No. 
ID 


316440 
LIB189- 


■008 


-Ql- 


•El 


-B4 


Seq. 
Seq. 


No. 

ID 


316441 
LIB189- 


■008 


-Ql- 


•El' 


-B7 


Seq. 
Seq. 


No. 

ID 


316442 
LIB189- 


■008 


-Ql- 


•El 


-C5 


Seq. 
Seq. 


No. 
ID 


316443 
LIB189- 


■008 


-Ql- 


■El 


-D12 


Seq. 
Seq. 


No. 

ID 


316444 
LIB189- 


•008 


-Ql- 


■El 


-D4 


Seq. 
Seq. 


No. 

ID 


316445 
LIB189- 


■008 


-Ql- 


■El 


-D6 


Seq. 
Seq. 


No. 
ID 


316446 
LIB189- 


■008 


-Ql- 


■El' 


-E10 


Seq. 
Seq. 


No. 

ID 


316447 
LIB189- 


■008 


-Ql- 


■El' 


-E4 


Seq. 
Seq. 


No. 

ID 


316448 
LIB189- 


■008 


-Ql- 


■El- 


-F10 


Seq. 
Seq. 


No. 

ID 


316449 
LIB189- 


■008 


-Ql- 


El- 


-F2 


Seq. 
Seq. 


No. 

ID 


316450 
LIB189- 


008- 


-Ql- 


■El- 


-G6 


Seq. 
Seq. 


No. 

ID 


316451 
LIB189- 


008- 


-Ql- 


El- 


-H12 


Seq. 


No. 


316452 











45073 



Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 


Seq. 


ID 


Seq. 


No 



LIB189-008 

316453 
LIB189-008 

316454 
LIB189-009- 

316455 
LIB189-009 

316456 
LIB189-009 

316457 
LIB189-009 

316458 
LIB189-009' 

316459 
LIB189-009 

316460 
LIB189-009 

316461 
LIB189-009 

316462 
LIB189-009 

316463 
LIB189-009 

316464 
LIB189-009 

316465 
LIB189-009 

316466 
LIB189-009 

316467 
LIB189-009- 

316468 
LIB189-009- 

316469 
LIB189-009- 

316470 
LIB189-009- 

316471 



■Q1-E1-H3 

■Q1-E1-H8 

•Q1-E1-A10 

■Q1-E1-A11 

•Q1-E1-A12 

■Q1-E1-A3 

•Q1-E1-B11 

■Q1-E1-B12 

■Q1-E1-B2 

■Q1-E1-B3 

■Q1-E1-B4 

•Q1-E1-B8 

■Q1-E1-C10 

■Q1-E1-C4 

■Q1-E1-D11 

■Q1-E1-D2 

•Q1-E1-E12 

•Q1-E1-F11 

Q1-E1-F6 



45074 



Seq. ID LIB189-009-Q1-E1-F9 

Seq. No. 316472 

Seq. ID LIB189-009-Q1-E1-G11 

Seq. No. 316473 

Seq. ID LIB189-009-Q1-E1-G12 

Seq. No. 316474 

Seq. ID LIB189-009-Q1-E1-G6 

Seq. No. 316475 

Seq. ID LIB189-009-Q1-E1-H1 

Seq. No. 316476 

Seq. ID LIB189-009-Q1-E1-H12 

Seq. No. 316477 

Seq. ID LIB189-009-Q1-E1-H6 

Seq. No. 316478 

Seq. ID 'LIB189-009-Q1-E1-H9 

Seq. No. 316479 

Seq. ID LIB189-010-Q1-E1-A4 

Seq. No. 316480 

Seq. ID LIB189-010-Q1-E1-A9 

Seq. No. 316481 

Seq. ID LIB189-010-Q1-E1-B10 

Seq. No. 316482 

Seq. ID LIB189-010-Q1-E1-B2 

Seq. No. 316483 

Seq. ID LIB189-010-Q1-E1-C8 

Seq. No. 316484 

Seq. ID LIB189-010-Q1-E1-C9 

Seq. No. 316485 

Seq. ID LIB189-010-Q1-E1-D2 

Seq. No. 316486 

Seq. ID LIB189-010-Q1-E1-D6 

Seq. No. 316487 

Seq. ID LIB189-010-Q1-E1-E3 

Seq. No. 316488 

Seq. ID LIB189-010-Q1-E1-E6 

Seq. No. 316489 

Seq. ID LIB189-010-Q1-E1-F1 

Seq. No. 316490 



45075 



Seq. 


ID 


LIB189- 


-010 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


316491 
LIB189- 


-010 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


316492 
LIB189- 


-010- 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


316493 
LIB189- 


-010- 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


316494 
LIB189- 


■010' 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


316495 
LIB189- 


-010' 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


316496 
LIB189- 


■010' 


-Ql 


-El' 


-G5 


Seq. 
Seq. 


No. 

ID 


316497 
LIB189- 


-010- 


-Ql- 


-El' 


-G6 


Seq. 
Seq. 


No. 

ID 


316498 
LIB189- 


-010- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


316499 
LIB189- 


■010- 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 

ID 


316500 
LIB189- 


■010- 


-Ql- 


-El' 


-H7 


Seq. 
Seq. 


No. 

ID 


316501 
LIB189- 


■011- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


316502 
LIB189- 


■011- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


316503 
LIB189- 


■Oil- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


316504 
LIB189- 


■Oil- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


316505 
LIB189- 


■Oil- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


316506 
LIB189- 


011- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


316507 
LIB189- 


011- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


316508 
LIB189- 


011- 


-Ql- 


-El- 


-Dl 


Seq. 


No. 


316509 











45076 



Seq. 


ID 


LIB189- 


-Oil 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


316510 
LIB189- 


-Oil 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 
ID 


316511 
LIB189- 


-Oil 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


316512 
LIB189- 


-Oil' 


-Ql- 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


316513 
LIB189- 


-Oil- 


-Ql- 


-El' 


-D7 


Seq. 
Seq. 


No. 

ID 


316514 
LIB189- 


-Oil- 


-Ql- 


-El' 


-E4 


Seq. 
Seq. 


No. 

ID 


316515 
LIB189- 


■Oil- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


316516 
LIB189- 


-Oil- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


316517 
LIB189- 


■011- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


316518 
LIB189- 


■011- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


316519 
LIB189- 


•Oil- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


316520 
LIB189- 


-011- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


316521 
LIB189- 


■011- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


316522 
LIB18 9- 


•011- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


316523 
LIB189- 


■011- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


316524 
LIB189- 


011- 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 
ID 


316525 
LIB189- 


012- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


316526 
LIB189- 


012- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


316527 
LIB189- 


012- 


-Ql- 


-El- 


-A8 


Seq. 


No. 


316528 











45077 



Seq. 


ID 


LIB189- 


-012 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


316529 
LIB189- 


-012 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


316530 
LIB189- 


-012 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


316531 
LIB189- 


-012 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


316532 
LIB189- 


-012- 


-Ql' 


-El' 


-Cll 


Seq. 
Seq. 


No. 
ID 


316533 
LIB189- 


■012- 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


316534 
LIB189- 


-012- 


-Ql- 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


316535 
LIB189- 


■012- 


-Ql- 


-El' 


-C7 


Seq. 
Seq. 


No. 

ID 


316536 
LIB189- 


■012- 


-Ql- 


-El' 


-Dl 


Seq. 
Seq. 


No. 

ID 


316537 
LIB189- 


■012- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 
ID 


316538 
LIB189- 


■012- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


316539 
LIB189- 


-012- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


316540 
LIB189- 


■012- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


316541 
LIB189- 


012- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


316542 
LIB189- 


■012- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


316543 
LIB189- 


012- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


316544 
LIB189- 


012- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 
ID 


316545 
LIB189- 


012- 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 

ID 


316546 
LIB189- 


012- 


-Ql- 


-El- 


-H7 


Seq. 


No. 


316547 











45078 



Seq. 


ID 


LIB189- 


■012 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


316548 
LIB189- 


■013 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


316549 
LIB189- 


■013 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


316550 
LIB189- 


■013 


-Ql 


-El' 


-A4 


Seq. 
Seq. 


No. 

ID 


316551 
LIB189- 


■013 


-Ql 


-El' 


-A7 


Seq. 
Seq. 


No. 

ID 


316552 
LIB189- 


■013- 


-Ql 


-El- 


-B3 


Seq. 
Seq. 


No. 
ID 


316553 
LIB189- 


■013 


-Ql 


-El- 


-B6 


Seq. 
Seq. 


No. 
ID 


316554 
LIB189- 


•013' 


-Ql' 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


316555 
LIB189- 


■013 


-Ql' 


-El- 


-C5 


Seq. 
Seq. 


No. 
ID 


316556 
LIB18 9- 


013- 


-Ql 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


316557 
LIB189- 


•013- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


316558 
LIB189- 


■013- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


316559 
LIB189- 


013- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


316560 
LIB189- 


013- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


316561 
LIB189- 


013- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


316562 
LIB189- 


013- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


316563 
LIB189- 


013- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


316564 
LIB189- 


013- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 
ID 


316565 
LIB189- 


013- 


-Ql- 


-El- 


-G12 


Seq. 


No. 


316566 











45079 



Seq. 


ID 


LIB189- 


013- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


316567 
LIB189- 


■013- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 
ID 


316568 
LIB189- 


013- 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 
ID 


316569 
LIB189- 


■014- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


316570 
LIB189- 


■014- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


316571 
LIB189- 


•014' 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


316572 
LIB189- 


■014 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


316573 
LIB189- 


■014 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 

ID 


316574 
LIB189- 


■014 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


316575 
LIB189- 


•014 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


316576 
LIB189- 


■014 


-Ql 


-El' 


-E5 


Seq. 
Seq. 


No. 
ID 


316577 
LIB18 9- 


■014 


-Ql- 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


316578 
LIB189- 


•014 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


316579 
LIB189- 


■014 


-Ql 


-El' 


-F12 


Seq. 
Seq. 


No. 

ID 


316580 
LIB189- 


■014 


-Ql 


-El' 


-F2 


Seq. 
Seq. 


No. 

ID 


316581 
LIB189- 


-014 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


316582 
LIB189- 


-014 


-Ql 


-El' 


-G5 


Seq. 
Seq. 


No. 

ID 


316583 
LIB189- 


-014 


-Ql 


-El' 


-G7 


Seq. 
Seq. 


No. 

ID 


316584 
LIB189- 


-014 


-Ql 


-El 


-H7 


Seq. 


No. 


316585 











45080 



Seq. 


ID 


LIB189- 


■015- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


316586 
LIB189- 


■015- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


316587 
LIB189- 


■015- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


316588 
LIB189- 


■015- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


316589 
LIB189- 


■015- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


316590 
LIB189- 


■015- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 
ID 


316591 
LIB189- 


■015' 


-Ql- 


-El' 


-E8 


Seq. 
Seq. 


No. 

ID 


316592 
LIB189- 


•015 


-Ql 


-El' 


-F8 


Seq. 
Seq. 


No. 

ID 


316593 
LIB189- 


■015 


-Ql 


-El' 


-G4 


Seq. 
Seq. 


No. 

ID 


316594 
LIB189- 


•015 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


316595 
LIB189- 


■015 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 
ID 


316596 
LIB189- 


■015 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


316597 
LIB189- 


■015 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


316598 
LIB189- 


■016 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


316599 
LIB189- 


■016 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


316600 
LIB189- 


■016 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


316601 
LIB18 9- 


•016 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


316602 
LIB189- 


■016 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


316603 
LIB189- 


■016 


-Ql 


-El 


-D6 


Seq. 


No. 


316604 











45081 



Seq. 


ID 


LIB189- 


016- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


316605 
LIB189- 


016- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


316606 
LIB189- 


016- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


316607 
LIB189- 


■016- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


316608 
LIB189- 


016- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


316609 
LIB189- 


■016- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


316610 
LIB189- 


■016- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


316611 
LIB189- 


■016- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


NO. 

ID 


316612 
LIB189- 


■016- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


316613 
LIB189- 


■016- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


316614 
LIB189- 


■016- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 
ID 


316615 
LIB189- 


■016 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


316616 
LIB189- 


•016 


-Ql 


-El- 


-H3 


Seq. 
Seq. 


No. 

ID 


316617 
LIB189- 


•017 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


316618 
LIB189- 


■017 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


316619 
LIB189- 


■017 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


316620 
LIB189- 


■017 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


316621 
LIB189- 


■017 


-Ql 


-El- 


-A9 


Seq. 
Seq. 


No. 
ID 


316622 
LIB189- 


■017 


-Ql 


-El 


-Bl 


Seq. 


No. 


316623 











45082 



Seq. 


ID 


LIB189- 


■017 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


316624 
LIB189- 


■017 


-Ql 


-El' 


-B12 


Seq. 
Seq. 


No. 
ID 


316625 
LIB189- 


■017 


-Ql 


-El- 


-B3 


Seq. 
Seq. 


No. 
ID 


316626 
LIB189- 


■017 


-Ql 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


316627 
LIB189- 


■017 


-Ql 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


316628 
LIB189- 


•017 


-Ql 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


316629 
LIB189- 


■017 


-Ql 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


316630 
LIB189- 


•017 


-Ql' 


-El- 


-D3 


Seq. 
Seq. 


No. 
ID 


316631 
LIB189- 


■017 


-Ql 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


316632 
LIB189- 


■017 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


316633 
LIB189- 


•017 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


316634 
LIB189- 


■017 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


316635 
LIB189- 


■017- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


316636 
LIB189- 


■017- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


316637 
LIB189- 


■017- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 
ID 


316638 
LIB189- 


017- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 
ID 


316639 
LIB189- 


017- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


316640 
LIB18 9- 


017- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


316641 
LIB189- 


017- 


-Ql- 


-El- 


-H2 


Seq. 


No. 


316642 











45083 




Seq. 


ID 


LIB189- 


-018 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


316643 
LIB189- 


-018 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


316644 
LIB189- 


■018 


-Ql 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


316645 
LIB189- 


-018 


-Ql 


-El- 


-A5 


Seq. 
Seq. 


No. 
ID 


316646 
LIB189- 


-018 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 
ID 


316647 
LIB189- 


■018 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


316648 
LIB189- 


■018 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


316649 
LIB189- 


•018 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


316650 
LIB189- 


■018 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


316651 
LIB189- 


■018 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


316652 
LIB189- 


•018 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


316653 
LIB189- 


■018 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


316654 
LIB189- 


■018 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


316655 
LIB189- 


•018 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


316656 
LIB189- 


018- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq, 


No. 

ID 


316657 
LIB189- 


018- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


316658 
LIB189- 


018- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


316659 
LIB189- 


018- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


316660 
LIB189- 


018- 


-Ql- 


-El- 


-F5 


Seq. 


No. 


316661 











45084 



Seq. 


ID 


LIB189- 


-018 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


316662 
LIB189- 


■018 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


316663 
LIB189- 


-018 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


316664 
LIB189- 


-018 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


316665 
LIB189- 


-018 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 
ID 


316666 
LIB189- 


-018 


-Ql' 


-El' 


-H9 


Seq. 
Seq. 


No. 

ID 


316667 
LIB189- 


-019 


-Ql 


-El- 


-Al 


Seq. 
Seq. 


No. 
ID 


316668 
LIB189- 


■019- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


316669 
LIB189- 


■019 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


316670 
LIB189- 


■019 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 
ID 


316671 
LIB189- 


■019- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 
ID 


316672 
LIB189- 


■019- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


316673 
LIB189- 


■019- 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 

ID 


316674 
LIB189- 


■019- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


316675 
LIB189- 


019- 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


316676 
LIB189- 


019- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 
ID 


316677 
LIB189- 


019- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


316678 
LIB189- 


019- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


316679 
LIB189- 


019- 


-Ql- 


-El- 


-F10 


Seq. 


No. 


316680 











45085 



Seq. 


ID 


LIB189- 


■019- 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 
ID 


316681 
LIB189- 


■019 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


316682 
LIB189- 


■019' 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 
ID 


316683 
LIB189- 


■019' 


-Ql 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


316684 
LIB189- 


•019- 


-Ql 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


316685 
LIB189- 


■019- 


-Ql 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


316686 
LIB18 9- 


■019- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


316687 
LIB189- 


•019- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


316688 
LIB189- 


■019- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


316689 
LIB189- 


■019- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


316690 
LIB189- 


■019- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


316691 
LIB189- 


■019- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


316692 
LIB189- 


■019- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


316693 
LIB189- 


019- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 
ID 


316694 
LIB189- 


019- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


316695 
LIB189- 


020- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


316696 
LIB189- 


020- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


316697 
LIB189- 


020- 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


316698 
LIB189- 


020- 


-Ql- 


-El- 


-B10 


Seq. 


No. 


316699 











45086 



Seq. 


ID 


LIB189- 


■020 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 
ID 


316700 
LIB189- 


■020 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


316701 
LIB189- 


■020 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


316702 
LIB189- 


■020 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


316703 
LIB189- 


■020 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


316704 
LIB189- 


■020 


-Ql 


-El' 


-D10 


Seq. 
Seq. 


No. 
ID 


316705 
LIB189- 


■020 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


316706 
LIB189- 


■020 


-Ql 


-El- 


-D4 


Seq. 
Seq. 


No. 
ID 


316707 
LIB189- 


■020 


-Ql 


-El- 


-D5 


Seq. 
Seq. 


No. 
ID 


316708 
LIB189- 


020- 


-Ql' 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


316709 
LIB189- 


■020- 


-Ql' 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


316710 
LIB189- 


■020- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 
ID 


316711 
LIB189- 


■020- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


316712 
LIB189- 


021- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


316713 
LIB189- 


021- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


316714 
LIB189- 


021- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


316715 
LIB189- 


021- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 
ID 


316716 
LIB189- 


021- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


316717 
LIB189- 


021- 


-Ql- 


-El- 


-Dl 


Seq. 


No. 


316718 











45087 



Seq. 


ID 


LIB189- 


-021 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


316719 
LIB189- 


-021 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


316720 
LIB189- 


-021 


-Ql' 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


316721 
LIB189- 


■021 


-Ql' 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


316722 
LIB189- 


■021 


-Ql' 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


316723 
LIB189- 


•021' 


-Ql' 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


316724 
LIB189- 


■021 


-Ql' 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


316725 
LIB189- 


■021' 


-Ql- 


-El 


-F3 


Seq. 
Seq. 


No. 
ID 


316726 
LIB189- 


■021' 


-Ql- 


-El 


-F7 


Seq. 
Seq. 


No. 
ID 


316727 
LIB189- 


■021' 


-Ql- 


-El' 


-F8 


Seq. 
Seq. 


No. 

ID 


316728 
LIB189- 


■021- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 
ID 


316729 
LIB189- 


•021- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


316730 
LIB189- 


■021- 


-Ql- 


-EL 


-G4 


Seq. 
Seq. 


No. 

ID 


316731 
LIB189- 


■021- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


316732 
LIB189- 


■021- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


316733 
LIB189- 


022- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


316734 
LIB189- 


022- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


316735 
LIB189- 


022- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


316736 
LIB189- 


022- 


-Ql- 


-El- 


-B6 


Seq. 


No. 


316737 











45088 



Seq. 


ID 


LIB189- 


-022 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


316738 
LIB189- 


-022 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 
ID 


316739 
LIB189- 


-022 


-Ql 


-El' 


-C12 


Seq. 
Seq. 


No. 

ID 


316740 
LIB189- 


-022 


-Ql 


-El' 


-C2 


Seq. 
Seq, 


No. 

ID 


316741 
LIB189- 


-022 


-Ql 


-El- 


-C3 


Seq. 
Seq. 


No. 
ID 


316742 
LIB189- 


■022 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


316743 
LIB189- 


•022- 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 

ID 


316744 
LIB189- 


-022- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


316745 
LIB189- 


-022- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


316746 
LIB189- 


-022- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


316747 
LIB189- 


■022- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


316748 
LIB189- 


■022- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


316749 
LIB189- 


•022- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


316750 
LIB189- 


022- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


316751 
LIB189- 


■022- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


316752 
LIB189- 


022- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


316753 
LIB189- 


022- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


316754 
LIB189- 


022- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


316755 
LIB189- 


022- 


-Ql- 


-El- 


-H7 


Seq. 


No. 


316756 











45089 



Seq. 


ID 


LIB189- 


■023- 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 
ID 


316757 
LIB189- 


■023- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


316758 
LIB189- 


■023- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


316759 
LIB189- 


023- 


-Ql 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


316760 
LIB189- 


■023- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


316761 
LIB189- 


023- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


316762 
LIB189- 


023- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


316763 
LIB189- 


023- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


316764 
LIB189- 


■023- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


316765 
LIB189- 


■023- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


316766 
LIB189- 


■023- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


316767 
LIB189- 


■023- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


316768 
LIB189- 


023- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


316769 
LIB189- 


■023- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 
ID 


316770 
LIB18 9- 


023- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


316771 
LIB189- 


023- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


316772 
LIB189- 


023- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


316773 
LIB189- 


023- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


316774 
LIB189- 


023- 


-Ql- 


-El- 


-G9 


Seq. 


No. 


316775 











45090 



Seq. 


ID 


LIB189- 


-023 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


316776 
LIB189- 


-024 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 
ID 


316777 
LIB189- 


-024 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


316778 
LIB189- 


-024 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


316779 
LIB189- 


■024 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


316780 
LIB189- 


-024 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


316781 
LIB189- 


-024 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


316782 
LIB189- 


-024 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


316783 
LIB189- 


-024- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 
ID 


316784 
LIB189- 


■024- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


316785 
LIB189- 


■024- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 
ID 


316786 
LIB189- 


■024- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


316787 
LIB189- 


■025- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


316788 
LIB189- 


•025- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 
ID 


316789 
LIB189- 


025- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


316790 
LIB189- 


025- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


316791 
LIB189- 


025- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


316792 
LIB189- 


025- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


316793 
LIB189- 


025- 


-Ql- 


-El- 


-C9 


Seq. 


No. 


316794 











45091 



Seq. 


ID 


LIB189- 


-025 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 
ID 


316795 
LIB18 9- 


-025 


-Ql- 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


316796 
LIB189- 


-025 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


316797 
LIB189- 


■025 


-Ql- 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


316798 
LIB189- 


-025 


-Ql- 


-El' 


-Fll 


Seq. 
Seq. 


No. 

ID 


316799 
LIB189- 


-025 


-Ql- 


-El' 


-F12 


Seq. 
Seq. 


No. 
ID 


316800 
LIB189- 


-025- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


316801 
LIB189- 


-025- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


316802 
LIB189- 


-025- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


316803 
LIB189- 


-025- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


316804 
LIB189- 


■025- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 

ID 


316805 
LIB189- 


■025- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


316806 
LIB189- 


■025- 


-Ql- 


-El- 


-H4^ 


Seq. 
Seq. 


No. 

ID 


316807 
LIB189- 


•025- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


316808 
LIB189- 


025- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


316809 
LIB189- 


025- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


316810 
LIB189- 


026- 


-Ql- 


-El- 


-A6 


Sea. 
Seq. 


No. 
ID 


316811 
LIB18 9- 


026- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


316812 
LIB189- 


026- 


-Ql- 


-El- 


-Bl 


Seq. 


No. 


316813 











45092 



Seq. 


ID 


LIB189- 


-026- 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


316814 
LIB189- 


■026 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


316815 
LIB18 9- 


-026- 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


316816 
LIB189- 


-026- 


-Ql 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


316817 
LIB189- 


-026- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


316818 
LIB189- 


■026- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


316819 
LIB189- 


■026- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


316820 
LIB189- 


-026- 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


316821 
LIB189- 


■026- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 
ID 


316822 
LIB189- 


■026- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


316823 
LIB189- 


■026- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


316824 
LIB189- 


■026- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


316825 
LIB189- 


■026- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


316826 
LIB189- 


■026- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 
ID 


316827 
LIB189- 


026- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


316828 
LIB189- 


026- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


316829 
LIB189- 


026- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


316830 
LIB189- 


026- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


316831 
LIB189- 


026- 


-Ql- 


-El- 


-F8 


Seq. 


No. 


316832 











45093 




Seq. 


ID 


LIB189- 


-026 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


316833 
LIB189- 


-026 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


316834 
LIB189- 


-026 


-Ql- 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


316835 
LIB189- 


-026' 


-Ql- 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


316836 
LIB189- 


-026- 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


316837 
LIB189- 


-026- 


-Ql- 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


316838 
LIB189- 


-026- 


-Ql- 


-El' 


-H8 


Seq. 
Seq. 


No. 

ID 


316839 
LIB189- 


-027- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


316840 
LIB18 9- 


-027- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


316841 
LIB189- 


-027- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


316842 
LIB189- 


■027- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


316843 
LIB189- 


■027- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


316844 
LIB189- 


■027- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 
ID 


316845 
LIB189- 


■027- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


316846 
LIB189- 


■027- 


-Ql- 


■El- 


-B8 


Seq. 
Seq. 


No. 

ID 


316847 
LIB189- 


027- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 
ID 


316848 
LIB189- 


027- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


31684 9 
LIB189- 


027- 


-Ql- 


-El- 


■C3 


Seq. 
Seq. 


No. 
ID 


316850 
LIB189- 


027- 


-Ql- 


-El- 


-C6 


Seq. 


No. 


316851 











45094 



Seq. 


ID 


LIB189- 


-027 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


316852 
LIB189- 


■027 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


316853 
LIB189- 


■027 


-Ql' 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


316854 
LIB189- 


■027 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


316855 
LIB189- 


■027 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


316856 
LIB189- 


■027 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 
ID 


316857 
LIB189- 


■027 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


316858 
LIB189- 


•027 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


316859 
LIB189- 


•027 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


316860 
LIB189- 


■027 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


316861 
LIB189- 


■027 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


316862 
LIB189- 


■027- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


316863 
LIB189- 


027- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 
ID 


316864 
LIB189- 


027- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


316865 
LIB189- 


027- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


316866 
LIB189- 


028- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


316867 
LIB189- 


028- 


-Ql- 


-El- 


-A8 


Seq . 
Seq. 


No. 

ID 


316868 
LIB189- 


028- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


316869 
LIB189- 


028- 


-Ql- 


-El- 


-B4 


Seq. 


No. 


316870 











45095 



Seq. 


ID 


LIB189- 


028 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


316871 
LIB189- 


028 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


316872 
LIB189- 


028 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


316873 
LIB189- 


028 


-Ql- 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


316874 
LIB189- 


028 


-Ql- 


-El' 


-D2 


Seq. 
Seq. 


No. 

ID 


- 316875 
LIB189- 


■028 


-Ql- 


-El' 


-E4 


Seq. 
Seq. 


No. 

ID 


316876 
LIB189- 


■028 


-Ql- 


-El' 


-E8 


Seq. 
Seq. 


No. 

ID 


316877 
LIB189- 


■028 


-Ql- 


-El' 


-E9 


Seq. 
Seq. 


No. 

ID 


316878 
LIB189- 


■028 


-Ql- 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


316879 
LIB189- 


028 


-Ql- 


-El 


-F5 


Seq. 
Seq. 


No. 
ID 


316880 
LIB189- 


-028 


-Ql- 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


316881 
LIB189- 


■028 


-Ql- 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


316882 
LIB189- 


•028 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


316883 
LIB189- 


■028 


-Ql" 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


316884 
LIB189- 


■028 


-Ql- 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


316885 
LIB189- 


028 


-Ql- 


-El 


-H9 


Seq. 
Seq. 


No. 
ID 


316886 
LIB189- 


■029 


-Ql- 


-El 


-Al 


Sea. 
Seq. 


No. 
ID 


316887 
LIB189- 


029 


-Ql- 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


316888 
LIB189- 


■029 


-Ql- 


-El' 


-A6 


Seq. 


No. 


316889 











45096 



Seq. 


ID 


LIB189- 


029- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 
ID 


316890 
LIB189- 


029- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 
ID 


316891 
LIB189- 


029- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


316892 
LIB189- 


029- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


316893 
LIB189- 


029- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 
ID 


316894 
LIB189- 


029- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


316895 
LIB189- 


■029- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


316896 
LIB189- 


■029- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


316897 
LIB189- 


■029- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 
ID 


316898 
LIB189- 


■029- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


316899 
LIB189- 


■029- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


316900 
LIB189- 


■029- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


316901 
LIB189- 


■030 


-Ql 


-El- 


-Al 


Seq. 
Seq. 


No. 
ID 


316902 
LIB189- 


■030 


-Ql 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


316903 
LIB189- 


-030 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


316904 
LIB189- 


-030 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


316905 
LIB189- 


■030 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


316906 
LIB189- 


■030 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


316907 
LIB189- 


-030 


-Ql 


-El 


-B5 


Seq. 


No. 


316908 











45097 



Seq. ID LIB189-030-Q1-E1-B6 

Seq. No. 316909 

Seq. ID LIB189-030-Q1-E1-C1 

Seq. No. 316910 

Seq. ID LIB189-030-Q1-E1-C3 

Seq. No. 316911 

Seq. ID LIB189-030-Q1-E1-C7 

Seq. No. 316912 

Seq. ID LIB189-030-Q1-E1-D2 

Seq. No. 316913 

Seq. ID LIB189-030-Q1-E1-D9 

Seq. No. 316914 

Seq. ID LIB189-030-Q1-E1-E10 

Seq. No. 316915 

Seq. ID LIB189-030-Q1-E1-E2 

Seq. No. 316916 

Seq. ID LIB189-030-Q1-E1-E6 

Seq. No. 316917 

Seq. ID LIB189-030-Q1-E1-F11 

Seq. No. 316918 

Seq. ID LIB189-030-Q1-E1-F12 

Seq. No. 316919 

Seq. ID LIB189-030-Q1-E1-F3 

Seq. No. 316920 

Seq. ID LIB189-030-Q1-E1-G3 

Seq. No. 316921 

Seq. ID LIB189-030-Q1-E1-H6 

Seq. No. 316922 

Seq. ID LIB189-030-Q1-E1-H9 

Seq. No. 316923 

Seq. ID LIB189-031-Q1-E1-B4 

Seq. No. 316924 

Seq. ID LIB189-031-Q1-E1-C1 

Seq. No. 316925 

Seq. ID LIB189-031-Q1-E1-C12 

Seq. No. 316926 

Seq. ID LIB189-031-Q1-E1-C3 

Seq. No. 316927 



45098 



Seq. 


ID 


LIB189- 


031- 


-Ql- 


■El- 


-C5 


Seq. 
Seq. 


No. 

ID 


316928 
LIB189- 


031- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


316929 
LIB189- 


031- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


316930 
LIB189- 


031- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


316931 
LIB189- 


031- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


316932 
LIB189- 


■031- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 
ID 


316933 
LIB189- 


■031- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


316934 
LIB189- 


•031- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No., 
ID 


316935 
LIB189- 


■031- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


316936 
LIB189- 


■031- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


316937 
LIB189- 


-031- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 
ID 


316938 
LIB189- 


-031' 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


316939 
LIB189- 


-031 


-Ql- 


-El' 


-Gil 


Seq. 
Seq. 


No. 

ID 


316940 
LIB189- 


-031 


-Ql- 


-El' 


-G8 


Seq. 
Seq. 


No. 

ID 


316941 
LIB189- 


-031 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


316942 
LIB189- 


-031 


-Ql- 


-El' 


-H8 


Seq. 
Seq. 


No. 

ID 


316943 
LIB189- 


-031 


-Ql- 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


316944 
LIB189- 


-032 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


316945 
LIB189- 


-032 


-Ql 


-El 


-A6 


Seq. 


No. 


316946 











450 



Seq. ID LIB189-032-Q1-E1-B3 

Seq. No. 316947 

Seq. ID LIB189-032-Q1-E1-B4 

Seq. No. 316948 

Seq. ID LIB189-032-Q1-E1-C1 

Seq. No. 316949 

Seq. ID LIB189-032-Q1-E1-C10 

Seq. No. 316950 

Seq. ID LIB189-032-Q1-E1-C12 

Seq. No. 316951 

Seq. ID LIB189-032-Q1-E1-C2 

Seq. No. 316952 

Seq. ID LIB189-032-Q1-E1-D12 

Seq. No. 316953 

Seq. ID LIB189-032-Q1-E1-D3 

Seq. No. 316954 

Seq. ID LIB189-032-Q1-E1-D8 

Seq. No. 316955 

Seq. ID LIB189-032-Q1-E1-D9 

Seq. No. 316956 

Seq. ID LIB189-032-Q1-E1-E1 

Seq. No. 316957 

Seq. ID LIB189-032-Q1-E1-E11 

Seq. No. 316958 

Seq. ID LIB189-032-Q1-E1-F10 

Seq. No. 316959 

Seq. ID LIB189-032-Q1-E1-F3 

Seq. No. 316960 

Seq. ID LIB189-032-Q1-E1-F4 

Seq. No. 316961 

Seq. ID LIB189-032-Q1-E1-G1 

Seq. No. 316962 

Seq. ID LIB189-032-Q1-E1-G10 

Seq. No. 316963 

Seq. ID LIB189-032-Q1-E1-G2 

Seq. No. 316964 

Seq. ID LIB189-032-Q1-E1-G5 

Seq. No. 316965 



45100 



# 



Seq. 


ID 


LIB189- 


■033 


-Ql 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


316966 
LIB189- 


■033 


-Ql 


-El- 


■B4 


Seq. 
Seq. 


No. 

ID 


316967 
LIB189- 


■033 


-Ql' 


-E1- 


■B5 


Seq. 
Seq. 


No. 

ID 


316968 
LIB189- 


■033 


-Ql- 


-El- 


•B7 


Seq. 
Seq. 


No. 

ID 


316969 
LIB189- 


■033' 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


316970 
LIB189- 


033 


-Ql- 


-El- 


■C12 


Seq. 
Seq. 


No. 

ID 


316971 
LIB189- 


■033 


-Ql- 


-El- 


■C2 


Seq. 
Seq. 


No. 

ID 


316972 
LIB189- 


■033- 


-Ql- 


-El- 


■C3 


Seq. 
Seq. 


No. 

ID 


316973 
LIB189- 


■033- 


-Ql- 


-El- 


■C4 


Seq. 
Seq. 


No. 
ID 


316974 
LIB189- 


■033- 


-Ql- 


-El- 


■C5 


Seq. 
Seq. 


No. 

ID 


316975 
LIB189- 


•033- 


-Ql- 


-El- 


■D10 


Seq. 
Seq. 


No. 

ID 


316976 
LIB189- 


■033- 


-Ql- 


-El- 


•D4 


Seq. 
Seq. 


No. 

ID 


316977 
LIB189- 


■033- 


-Ql- 


-El- 


■E10 


Seq. 
Seq. 


No. 

ID 


316978 
LIB18 9- 


033- 


-Ql- 


-El- 


■E12 


Seq. 
Seq. 


No. 

ID 


316979 
LIB189- 


033- 


-Ql- 


-El- 


■E6 


Seq. 
Seq. 


No. 

ID 


316980 
LIB189- 


033- 


-Ql- 


-El- 


■F10 


Seq. 
Seq. 


No. 

ID 


316981 
LIB189- 


033- 


-Ql- 


-El- 


■F5 


Seq. 
Seq. 


No. 

ID 


316982 
LIB189- 


033- 


-Ql- 


-El- 


F6 


Seq. 
Seq. 


No. 

ID 


316983 
LIB189- 


033- 


-Ql- 


-El- 


G3 


Seq. 


No. 


316984 











45101 




Seq. 


ID 


LIB189- 


■033 


-Ql- 


■El- 


-G9 


Seq. 
Seq. 


No. 

ID 


316985 
LIB189- 


■033 


-Ql- 


■El- 


-H10 


Seq. 
Seq. 


No. 

ID 


316986 
LIB189- 


■033 


-Ql- 


■El- 


-H4 


Seq. 
Seq, 


No. 

ID 


316987 
LIB189- 


033 


-Ql- 


■El- 


-H5 


Seq. 
Seq. 


No. 

ID 


316988 
LIB189- 


■034 


-Ql- 


■El- 


-A10 


Seq. 
Seq. 


No. 

ID 


316989 
LIB189- 


■034 


-Ql- 


■El- 


-A12 


Seq. 
Seq. 


No. 

ID 


316990 
LIB189- 


■034 


-Ql- 


■El- 


-A5 


Seq. 
Seq. 


No. 

ID 


316991 
LIB189- 


■034 


-Ql- 


■El- 


-A8 


Seq. 
Seq. 


No. 

ID 


316992 
LIB189- 


■034 


-Ql- 


■El- 


-B7 


Seq. 
Seq. 


No. 

ID 


316993 
LIB189- 


■034 


-Ql- 


■El- 


-CI 


Seq. 
Seq. 


No. 

ID 


316994 
LIB189- 


■034 


-Ql- 


■El- 


-C12 


Seq. 
Seq. 


No. 
ID 


316995 
LIB189- 


■034 


-Ql- 


■El- 


-D3 


Seq. 
Seq. 


No. 

ID 


316996 
LIB189- 


034 


-Ql- 


■El- 


-D6 


Seq. 
Seq. 


No. 
ID 


316997 
LIB189- 


■034 


-Ql- 


■El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


316998 
LIB189- 


034 


-Ql- 


■El- 


-E12 


Seq. 
Seq. 


No. 

ID 


316999 
LIB189- 


034 


-Ql- 


■El- 


-E7 


Seq. 
Seq. 


No. 

ID 


317000 
LIB189- 


034' 


-Ql- 


■El- 


-E9 


Seq. 
Seq. 


No. 

ID 


317001 
LIB189- 


034' 


-Ql- 


■El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


317002 
LIB189- 


034' 


-Ql- 


■El- 


-F9 


Seq. 


No. 


317003 











45102 



Seq. 


ID 


LIB189-034-( 


Seq. 


No. 


317004 


Seq. 


ID 


LIB189-034-( 


Seq. 


No. 


317005 


Seq. 


ID 


LIB189-034-< 


Seq. 


No. 


317006 


Seq. 


ID 


LIB189-034-( 


Seq. 


No. 


317007 


Seq. 


ID 


LIB189-034-* 


Seq. 


No. 


317008 


Seq. 


ID 


LIB3059-001- 


Seq. 


No. 


317009 


Seq. 


ID 


LIB3059-001- 


Seq. 


No. 


317010 


Seq. 


ID 


LIB3059-001- 


Seq. 


No. 


317011 


Seq. 


ID 


LIB3059-001- 


Seq. 


No. 


317012 


Seq. 


ID 


LIB3059-001- 


Seq. 


No. 


317013 


Seq. 


ID 


LIB3059-001 


Seq. 


No. 


317014 


Seq. 


ID 


LIB3059-001 


Seq. 


No. 


317015 


Seq. 


ID 


LIB3059-001 


Seq. 


No. 


317016 


Seq. 


ID 


LIB3059-001 


Seq. 


No. 


317017 


Seq. 


ID 


LIB3059-001 


Seq. 


No. 


317018 


Seq. 


ID 


LIB3059-001 


Seq. 


No. 


317019 


Seq. 


ID 


LIB3059-001 


Seq. 


No. 


317020 


Seq. 


ID 


LIB3059-001 


Seq. 


No. 


317021 


Seq. 


ID 


LIB3059-001 


Seq. 


No. 


317022 



45103 




Seq. 


ID 


LIB3059- 


■001- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


317023 
LIB3059- 


001- 


~Q1' 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


317024 
LIB3059- 


001- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


317025 
LIB3059- 


•001- 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


317026 
LIB3059- 


001- 


-Ql 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


317027 
LIB3059- 


001' 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


317028 
LIB3059- 


■001- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


317029 
LIB3059- 


001 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


317030 
LIB3059- 


001' 


-Ql 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


317031 
LIB3059- 


001 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


317032 
LIB3059- 


•001 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


317033 
LIB3059- 


■001 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


317034 
LIB3059- 


•001 


-Ql 


-K2 


-A2 


Seq. 
Seq. 


No. 

ID 


317035 
LIB3059- 


■001 


-Ql 


-K2 


-A3 


Seq. 
Seq. 


No. 

ID 


317036 
LIB3059- 


•001 


-Ql 


-K2 


-A9 


Seq. 
Seq. 


No. 

ID 


317037 
LIB3059- 


•00L 


-Ql 


-K2 


-Bl 


Seq. 
Seq. 


No. 

ID 


317038 
LIB3059- 


■001- 


-Ql- 


-K2 


-B3 


Seq. 
Seq. 


No. 

ID 


317039 
LIB3059- 


001' 


-Ql- 


-K2- 


-B5 


Seq. 
Seq. 


No. 

ID 


317040 
LIB3059- 


001' 


-Ql- 


-K2- 


-CI 


Seq. 


No. 


317041 











45104 



Seq. 


ID 


LIB3059- 


■001 


-Ql 


-K2 


-C10 


Seq. 
Seq. 


No. 
ID 


317042 
LIB3059- 


■001 


-Ql 


-K2 


-C4 


Seq. 
Seq. 


No. 

ID 


317043 
LIB3059- 


•001' 


-Ql 


-K2 


-C6 


Seq. 
Seq. 


No. 

ID 


317044 
LIB3059- 


■001' 


-Ql 


-K2 


-D12 


Seq. 
Seq. 


No. 

ID 


317045 
LIB3059- 


■001 


-Ql 


-K2 


-D2 


Seq. 
Seq. 


No. 

ID 


317046 
LIB3059- 


■001' 


-Ql 


-K2 


-D5 


Seq. 
Seq. 


No. 
ID 


317047 
LIB3059- 


■001 


-Ql 


-K2 


-D6 


Seq. 
Seq. 


No. 
ID 


317048 
LIB3059- 


■001 


-Ql 


-K2 


-D7 


Seq. 
Seq. 


No. 
ID 


317049 
LIB3059- 


■001 


-Ql 


-K2 


-D8 


Seq. 
Seq. 


No. 
ID 


317050 
LIB3059- 


■001 


-QL 


-K2 


-E12 


Seq. 
Seq. 


No. 

ID 


317051 
LIB3059- 


■001' 


-Ql 


-K2 


-E6 


Seq. 
Seq. 


No. 

ID 


317052 
LIB3059- 


■001' 


-Ql' 


-K2 


-Fl 


Seq. 
Seq. 


No. 

ID 


317053 
LIB3059- 


■001' 


-QL 


-K2 


-Fll 


Seq. 
Seq. 


No. 

ID 


317054 
LIB3059- 


■001' 


-Ql' 


-K2 


-F12 


Seq. 
Seq. 


No. 

ID 


317055 
LIB3059- 


■001- 


-Ql- 


-K2 


-F6 


Seq. 
Seq. 


No. 

ID 


317056 
LIB3059- 


001- 


-Ql- 


-K2 


-F7 


Seq. 
Seq. 


No. 

ID 


317057 
LIB3059- 


001- 


-Ql- 


-K2' 


-Gil 


Seq. 
Seq. 


No. 

ID 


317058 
LIB3059- 


001- 


-Ql- 


-K2' 


-G3 


Seq. 
Seq. 


No. 
ID 


317059 
LIB3059- 


001- 


-Ql- 


-K2- 


-G9 


Seq. 


No. 


317060 











45105 



Seq. 


ID 


LIB3059- 


001- 


-Ql- 


-K2- 


-HI 


Seq. 
Seq. 


No. 

ID 


317061 
LIB3059- 


001- 


-Ql- 


-K2- 


-H12 


Seq. 
Seq. 


No. 

ID 


317062 
LIB3059- 


001- 


-Ql- 


-K2- 


-H9 


Seq. 
Seq. 


No. 

ID 


317063 
LIB3059- 


002- 


-Ql- 


-K2- 


-A10 


Seq. 
Seq. 


No. 

ID 


317064 
LIB3059- 


002- 


-Ql- 


-K2- 


-B5 


Seq. 
Seq. 


No. 

ID 


317065 
LIB3059- 


002- 


-Ql- 


-K2- 


-B6 


Seq. 
Seq. 


No. 
ID 


317066 
LIB3059- 


002- 


-Ql- 


-K2- 


-CI 


Seq. 
Seq. 


No. 

ID 


317067 
LIB3059- 


■002' 


-Ql- 


-K2' 


-Cll 


Seq. 
Seq. 


No. 
ID 


317068 
LIB3059- 


■002- 


-Ql' 


-K2- 


-C2 


Seq. 
Seq. 


No. 

ID 


317069 
LIB3059- 


■002' 


-Ql' 


-K2' 


-C4 


Seq. 
Seq. 


No. 

ID 


317070 
LIB3059- 


•002 


-Ql' 


-K2 


-C5 


Seq. 
Seq. 


No. 

ID 


317071 
LIB3059- 


■002 


-Ql' 


-K2 


-D12 


Seq. 
Seq. 


No. 
ID 


317072 
LIB3059- 


■002 


-Ql 


-K2 


-D4 


Seq. 
Seq. 


No. 

ID 


317073 
LIB3059- 


■002 


-Ql 


-K2- 


-D5 


Seq. 
Seq. 


No. 
ID 


317074 
LIB3059- 


•002 


-Ql 


-K2 


-D9 


Seq. 
Seq. 


No. 
ID 


317075 
LIB3059- 


-002 


-Ql 


-K2 


-El 


Seq. 
Seq. 


No. 

ID 


317076 
LIB3059- 


-002 


-Ql 


-K2 


-Ell 


Seq. 
Seq. 


No. 

ID 


317077 
LIB3059- 


•002 


-Ql 


-K2 


-E12 


Seq. 
Seq. 


No. 

ID 


317078 
LIB3059- 


•002 


-Ql 


-K2 


-E3 


Seq. 


No. 


317079 











4510 



Seq. 


ID 


LIB3059- 


002- 


-Ql- 


-K2- 


-E4 


Seq. 
Seq. 


No. 

ID 


317080 
LIB3059- 


002- 


-Ql- 


-K2- 


-E9 


Seq. 
Seq. 


No. 

ID 


317081 
LIB3059- 


002- 


-Ql- 


-K2- 


-F10 


Seq. 
Seq. 


No. 

ID 


317082 
LIB3059- 


002- 


-Ql- 


-K2- 


-F4 


Seq. 
Seq. 


No. 

ID 


317083 
LIB3059- 


002- 


-Ql- 


-K2- 


-F5 


Seq. 
Seq. 


No. 

ID 


317084 
LIB3059- 


002- 


-Ql- 


-K2- 


-G12 


Seq. 
Seq. 


No. 

ID 


317085 
LIB3059- 


■002- 


-Ql- 


-K2- 


-G2 


Seq. 
Seq. 


No. 

ID 


317086 
LIB3059- 


■002- 


-Ql- 


-K2- 


-Hll 


Seq. 
Seq. 


No. 

ID 


317087 
LIB3059- 


■003- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


317088 
LIB3059- 


■003- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


317089 
LIB3059- 


■003- 


-Ql- 


-Kl' 


-A8 


Seq. 
Seq. 


No. 
ID 


317090 
LIB3059- 


-003- 


-Ql- 


-Kl' 


-B12 


Seq. 
Seq. 


No. 

ID 


317091 
LIB3059- 


-003' 


-Ql- 


-Kl' 


-B5 


Seq. 
Seq. 


No. 
ID 


317092 
LIB3059- 


-003 


-Ql' 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


317093 
LIB3059- 


-003 


-Ql 


-Kl 


-B9 


Seq. 


No. 
ID 


317094 
LIB3059- 


-003 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


317095 
LIB3059- 


-003 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


317096 
LIB3059- 


-003 


-Ql' 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


317097 
LIB3059- 


-003 


-Ql 


-Kl 


-C7 


Seq. 


No. 


317098 











45107 



Seq. 


ID 


LIB3059- 


-003 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


317099 
LIB3059- 


-003 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


317100 
LIB3059- 


-003' 


-Ql 


-Kl' 


-D3 


Seq. 
Seq. 


No. 

ID 


317101 
LIB3059- 


■003- 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 
ID 


317102 
LIB3059- 


■003- 


-Ql' 


-Kl' 


-D6 


Seq. 
Seq. 


No. 
ID 


317103 
LIB3059- 


■003- 


-Ql- 


-Kl' 


-D7 


Seq. 
Seq. 


No. 
ID 


317104 
LIB3059- 


■003- 


-Ql 


-Kl' 


-D8 


Seq. 
Seq. 


No. 

ID 


317105 
LIB3059- 


■003- 


-Ql- 


-Kl' 


-E9 


Seq. 
Seq. 


No. 
ID 


317106 
LIB3059- 


■003- 


-Ql' 


-Kl' 


-F10 


Seq. 
Seq. 


No. 

ID 


317107 
LIB3059- 


•003- 


-Ql- 


-Kl' 


-Fll 


Seq. 
Seq. 


No. 

ID 


317108 
LIB3059- 


■003- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


317109 
LIB3059- 


■003- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


317110 
LIB3059- 


■003- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


317111 
LIB3059- 


■003- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


317112 
LIB3059- 


■003- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


317113 
LIB3059- 


003- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


317114 
LIB3059- 


003- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


317115 
LIB3059- 


003- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


317116 
LIB3059- 


003- 


-Ql- 


-Kl- 


-HI 


Seq. 


No. 


317117 











45108 



Seq. ID LIB3059-003-Q1-K1-H4 

Seq. No. 317118 

Seq. ID LIB3059-003-Q1-K1-H8 

Seq. No. 317119 

Seq. ID LIB3059-004-Q1-K1-A11 

Seq. No. 317120 

Seq. ID LIB3059-004-Q1-K1-B2 

Seq. No. 317121 

Seq. ID LIB3059-004-Q1-K1-B5 

Seq. No. 317122 

Seq. ID LIB3059-004-Q1-K1-B6 

Seq. No. 317123 

Seq. ID LIB3059-004-Q1-K1-B7 

Seq. No. 317124 

Seq. ID LIB3059-004-Q1-K1-B9 

Seq. No. 317125 

Seq. ID LIB3059-004-Q1-K1-C1 

Seq. No. 317126 

Seq. ID LIB3059-004-Q1-K1-C3 

Seq. No. 317127 

Seq. ID LIB3059-004-Q1-K1-D1 

Seq. No. 317128 

Seq. ID LIB3059-004-Q1-K1-D11 

Seq. No. 317129 

Seq. ID LIB3059-004-Q1-K1-D12 

Seq. No. 317130 

Seq. ID LIB3059-004-Q1-K1-D8 

Seq. No. 317131 

Seq. ID LIB3059-004-Q1-K1-E11 

Seq. No. 317132 

Seq. ID LIB3059-004-Q1-K1-E12 

Seq. No. 317133 

Seq. ID LIB3059-004-Q1-K1-E4 

Seq. No. 317134 

Seq. ID LIB3059-004-Q1-K1-E6 

Seq. No. 317135 

Seq. ID LIB3059-004-Q1-K1-F12 

Seq. No. 317136 



451 



Seq. 


ID 


LIB3059- 


004- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


317137 
LIB3059- 


004- 


-Ql- 


■Kl- 


■F6 


Seq. 
Seq. 


No. 
ID 


317138 
LIB3059- 


004- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


317139 
LIB3059- 


004- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


317140 
LIB3059- 


■004- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


317141 
LIB3059- 


■004- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


317142 
LIB3059- 


■004- 


-Ql- 


"Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


317143 
LIB3059- 


■004- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


317144 
LIB3059- 


■004- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


317145 
LIB3059- 


■004- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


317146 
LIB3059- 


-004- 


-Ql- 


-Kl- 


-H12 


Seq . 
Seq. 


No. 

ID 


317147 
LIB3059- 


-004- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq, 


No. 

ID 


317148 
LIB3059- 


■004- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


317149 
LIB3059- 


■004- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


317150 
LIB3059- 


-004' 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


317151 
LIB3059- 


-005 


-Ql 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


317152 
LIB3059- 


-005 


-Ql' 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


317153 
LIB3059- 


-005 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


317154 
LIB3059- 


-005 


-Ql 


-Kl 


-A7 


Seq. 


No. 


317155 











45110 




Seq. 


ID 


LIB3059- 


-005 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


317156 
LIB3059- 


-005 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


317157 
LIB3059- 


-005 


-Ql 


-Kl' 


-B12 


Seq. 
Seq. 


No. 

ID 


317158 
LIB3059- 


-005' 


-Ql 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


317159 
LIB3059- 


-005- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


317160 
LIB3059- 


-005- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


317161 
LIB3059- 


-005- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


317162 
LIB3059- 


-005- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


317163 
LIB3059- 


-005- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


317164 
LIB3059- 


-005- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 
ID 


317165 
LIB3059- 


-005- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


317166 
LIB3059- 


-005- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


317167 
LIB3059- 


-005- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


317168 
LIB3059- 


■005- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


317169 
LIB3059- 


■005- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


317170 
LIB3059- 


005- 


-Ql- 


■Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


317171 
LIB3059- 


005- 


■Ql- 


•Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


317172 
LIB3059- 


005- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


317173 
LIB3059- 


005- 


-Ql- 


-Kl- 


-G12 


Seq. 


No. 


317174 











45111 



o 



Seq. ID LIB3059-005-Q1-K1-G3 

Seq. No. 317175 

Seq. ID LIB3059-005-Q1-K1-G6 

Seq. No. 317176 

Seq. ID LIB3059-005-Q1-K1-H1 

Seq. No. 317177 

Seq. ID LIB3059-005-Q1-K1-H12 

Seq. No. 317178 

Seq. ID LIB3059-005-Q1-K1-H2 

Seq. No. 317179 

Seq. ID LIB3059-005-Q1-K1-H5 

Seq. No. 317180 

Seq. ID LIB3059-005-Q1-K1-H6 

Seq. No. 317181 

Seq. ID LIB3059-005-Q1-K1-H7 

Seq. No. 317182 

Seq. ID LIB3059-005-Q1-K1-H8 

Seq. No. 317183 

Seq. ID LIB3059-006-Q1-K1-A11 

Seq. No. 317184 

Seq. ID LIB3059-006-Q1-K1-A4 

Seq. No. 317185 

Seq. ID LIB3059-006-Q1-K1-A5 

Seq. No. 317186 

Seq. ID LIB3059-006-Q1-K1-A6 

Seq. No. 317187 

Seq. ID LIB3059-006-Q1-K1-A9 

Seq. No. 317188 

Seq. ID LIB3059-006-Q1-K1-B10 

Seq. No. 317189 

Seq. ID LIB3059-006-Q1-K1-B3 

Seq. No. 317190 

Seq. ID LIB3059-006-Q1-K1-B6 

Seq. No. 317191 

Seq. ID LIB3059-006-Q1-K1-B8 

Seq. No. 317192 

Seq. ID LIB3059-006-Q1-K1-B9 

Seq. No. 317193 



45112 




Seq. 


ID 


LIB3059- 


■006 


-Ql 


-Kl 


■C2 


Seq. 
Seq. 


No. 
ID 


317194 
LIB3059- 


•006 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


317195 
LIB3059- 


•006 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


317196 
LIB3059- 


■006 


-Ql 


-Kl' 


-D12 


Seq. 
Seq. 


No. 

ID 


317197 
LIB3059- 


■006' 


-Ql 


-Kl' 


-D6 


Seq. 
Seq. 


No. 

ID 


317198 
LIB3059- 


■006' 


-Ql 


-Kl' 


-D7 


Seq. 
Seq. 


No. 

ID 


317199 
LIB3059- 


■006' 


-Ql 


-Kl- 


-El 


Seq. 
Seq. 


No. 
ID 


317200 
LIB3059- 


■006 


-Ql 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


317201 
LIB3059- 


■006' 


-Ql 


-Kl- 


-E8 


Seq. 
Seq. 


No. 
ID 


317202 
LIB3059- 


■006- 


-Ql' 


-Kl- 


-F10 


Seq. 
Seq. 


No. 
ID 


317203 
LIB3059- 


■006- 


-Ql' 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


317204 
LIB3059- 


■006- 


-Ql 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


317205 
LIB3059- 


•006- 


-Ql' 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


317206 
LIB3059- 


006- 


-Ql' 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


317207 
LIB3059- 


006- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


317208 
LIB3059- 


006- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


317209 
LIB3059- 


006- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


317210 
LIB3059- 


006- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


317211 
LIB3059- 


006- 


-Ql- 


-Kl- 


-H2 


Seq. 


No. 


317212 











45113 



Seq. 


ID 


LIB3059- 


■006 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


317213 
LIB3059- 


■006 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


317214 
LIB3059- 


■006 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


317215 
LIB3059- 


■007 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


317216 
LIB3059- 


■007 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


317217 
LIB3059- 


■007 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


317218 
LIB3059- 


•007' 


-Ql' 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


317219 
LIB3059- 


■007- 


-Ql 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


317220 
LIB3059- 


■007- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


317221 
LIB3059- 


■007' 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


317222 
LIB3059- 


■007' 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 
ID 


317223 
LIB3059- 


■007- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


317224 
LIB3059- 


■007' 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 
ID 


317225 
LIB3059- 


•007- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 
ID 


317226 
LIB3059- 


007- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


317227 
LIB3059- 


007- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


317228 
LIB3059- 


007- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


317229 
LIB3059- 


007- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


317230 
LIB3059- 


007- 


-Ql- 


-Kl- 


-E4 


Seq. 


No. 


317231 











Seq. 


ID 


LIB3059- 


007 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


317232 
LIB3059- 


■007 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


317233 
LIB3059- 


■007 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


317234 
LIB3059- 


■007 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


317235 
LIB3059- 


■007 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


317236 
LIB3059- 


■007 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


317237 
LIB3059- 


■007 


-QL 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


317238 
LIB3059- 


■007 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


317239 
LIB3059- 


■007 


-Ql' 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


317240 
LIB3059- 


■007 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


317241 
LIB3059- 


■007 


-Ql' 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


317242 
LIB3059- 


■007 


-Ql' 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


317243 
LIB3059- 


■007 


-Ql 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


317244 
LIB3059- 


•007 


-Ql' 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


317245 
LIB3059- 


■007 


-Ql' 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


317246 
LIB3059- 


•008 


-Ql' 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


317247 
LIB3059- 


■008 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


317248 
LIB3059- 


■008 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


317249 
LIB3059- 


■008 


-Ql- 


-Kl- 


-A4 


Seq. 


No. 


317250 











45115 



Seq. 


ID 


LIB3059- 


008- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


317251 
LIB3059- 


008- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


317252 
LIB3059- 


008- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


317253 
LIB3059- 


008- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


317254 
LIB3059- 


•008- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 
ID 


317255 
LIB3059- 


■008- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


317256 
LIB3059- 


■008- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


317257 
LIB3059- 


•008- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


317258 
LIB3059- 


-008- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


317259 
LIB3059- 


-008- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


317260 
LIB3059- 


■008- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


317261 
LIB3059- 


■008- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


317262 
LIB3059- 


■008- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


317263 
LIB3059- 


-008 


-Ql 


-Kl' 


-G7 


Seq. 
Seq. 


No. 

ID 


317264 
LIB3059- 


-008 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


317265 
LIB3059- 


-008 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


317266 
LIB3059- 


-009 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


317267 
LIB3059- 


-009 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


317268 
LIB3059- 


-009 


-Ql 


-Kl 


-A4 


Seq. 


No. 


317269 











45116 



Seq. 


ID 


LIB3059- 


009- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


317270 
LIB3059- 


009- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


317271 
LIB3059- 


009- 


-Ql- 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


317272 
LIB3059- 


009- 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


317273 
LIB3059- 


009- 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


317274 
LIB3059- 


009 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


317275 
LIB3059- 


009 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 
ID 


317276 
LIB3059- 


009 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


317277 
LIB3059- 


009 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 
ID 


317278 
LIB3059- 


009 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


317279 
LIB3059- 


009 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 
ID 


317280 
LIB3059- 


009 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


317281 
LIB3059- 


■009 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


317282 
LIB3059- 


■009 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


317283 
LIB3059- 


■009 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


317284 
LIB3059- 


-009 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


317285 
LIB3059- 


-009 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


317286 
LIB3059- 


-009 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


317287 
LIB3059- 


-009 


-Ql 


-Kl 


-G7 


Seq. 


No. 


317288 
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Seq. 


ID 


LIB3059- 


009- 


■Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


317289 
LIB3059- 


009- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


317290 
LIB3059- 


009- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


317291 
LIB3059- 


009- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


317292 
LIB3059- 


■009- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


317293 
LIB3059- 


■009- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


317294 
LIB3059- 


•009- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


317295 
LIB3059- 


■010- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


317296 
LIB3059- 


-010- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


317297 
LIB3059- 


-010- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


317298 
LIB3059- 


-010- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


317299 
LIB3059- 


-010- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


317300 
LIB3059- 


-010' 


-Ql- 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


317301 
LIB3059- 


■010- 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


317302 
LIB3059- 


-010 


-Ql' 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


317303 
LIB3059- 


-010 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


317304 
LIB3059- 


-010 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


317305 
LIB3059- 


-010 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 
ID 


317306 
LIB3059- 


-010 


-Ql 


-Kl 


-C5 


Seq. 


No. 


317307 
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Seq. 


ID 


LIB3059- 


010- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


317308 
LIB3059- 


010- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


317309 
LIB3059- 


010- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 
ID 


317310 
LIB3059- 


■010- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


317311 
LIB3059- 


■010- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


317312 
LIB3059- 


•010- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


317313 
LIB3059- 


•010' 


-Ql- 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


317314 
LIB3059- 


•010 


-Ql- 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


317315 
LIB3059- 


■010 


-Ql- 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


317316 
LIB3059- 


■010- 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 
ID 


317317 
LIB3059- 


■010- 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


317318 
LIB3059- 


010 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 
ID 


317319 
LIB3059- 


•010 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 
ID 


317320 
LIB3059- 


•010 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


317321 
LIB3059- 


■010 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


317322 
LIB3059- 


■011 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 
ID 


317323 
LIB3059- 


■Oil 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


317324 
LIB3059- 


•011 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 
ID 


317325 
LIB3059- 


•011 


-Ql 


-Kl 


-B12 


Seq. 


No. 


317326 











451 




Seq. 


ID 


LIB3059- 


011- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


317327 
LIB3059- 


011- 


-Ql- 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


317328 
LIB3059- 


011- 


-Ql- 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


317329 
LIB3059- 


011- 


-Ql- 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


317330 
LIB3059- 


011- 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 
ID 


317331 
LIB3059- 


011 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


317332 
LIB3059- 


011 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


317333 
LIB3059- 


011 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


317334 
LIB3059- 


011 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


317335 
LIB3059- 


011 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


317336 
LIB3059- 


■011 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


317337 
LIB3059- 


■011 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


317338 
LIB3059- 


-011 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


317339 
LIB3059- 


-011 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


317340 
LIB3059- 


-011 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 
ID 


317341 
LIB3059- 


-011 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


317342 
LIB3059- 


-011 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


317343 
LIB30S9- 


•Oil 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


317344 
LIB3059- 


•012 


-Ql 


-Kl 


-A10 


Seq. 


No. 


317345 











45120 



Seq. 


ID 


LIB3059- 


-012 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


317346 
LIB3059- 


-012 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


317347 
LIB3059- 


-012 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 
ID 


317348 
LIB3059- 


-012 


-Ql 


-Kl 


-B5 


Seq. 
Seq, 


No. 

ID 


317349 
LIB3059- 


-012 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


317350 
LIB3059- 


-012 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


317351 
LIB3059- 


-012 


-Ql 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


317352 
LIB3059- 


■012 


-Ql 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


317353 
LIB3059- 


■012' 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


317354 
LIB3059- 


■012- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 
ID 


317355 
LIB3059- 


■012- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


317356 
LIB3059- 


■012- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


317357 
LIB3059- 


■012- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


317358 
LIB3059- 


■012- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


317359 
LIB3059- 


012- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


317360 
LIB3059- 


012- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 
ID 


317361 
LIB3059- 


012- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


317362 
LIB3059- 


012- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


317363 
LIB3059- 


012- 


-Ql- 


-Kl- 


-E6 


Seq. 


No. 


317364 











45121 



Seq. 


ID 


LIB3059 


-012 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 
ID 


317365 
LIB3059 


-012 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


317366 
LIB3059- 


-012 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


317367 
LIB3059- 


-012 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


317368 
LIB3059- 


-012 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


317369 
LIB3059- 


-012- 


-Ql' 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


317370 
LIB3059- 


-012- 


-Ql' 


-Kl 


-G2 


Seq. 
Seq. 


No. 
ID 


317371 
LIB3059- 


-012- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


317372 
LIB3059- 


-012- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


317373 
LIB3059- 


-012- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


317374 
LIB3059- 


-012- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


317375 
LIB3059- 


-012- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


317376 
LIB3059- 


-012- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


317377 
LIB3059- 


-013- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


317378 
LIB3059- 


-013- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


317379 
LIB3059- 


-013- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


317380 
LIB3059- 


-013- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


317381 
LIB3059- 


-013- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


317382 
LIB3059- 


-013- 


-Ql- 


-Kl- 


-B5 


Seq. 


No. 


317383 











45122 



Seq. 


ID 


LIB3059 


-013- 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


317384 
LIB3059 


-013- 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


317385 
LIB3059 


-013- 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


317386 
LIB3059 


-013- 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


317387 
LIB3059 


-013 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 
ID 


317388 
LIB3059 


-013 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


317389 
LIB3059 


-013 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


317390 
LIB3059 


-013 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


317391 
LIB3059 


-013 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


317392 
LIB3059 


-013 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


317393 
LIB3059 


-013 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


317394 
LIB3059 


-013 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


317395 
LIB3059 


-013 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


317396 
LIB3059 


-013 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


317397 
LIB3059 


-013 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


317398 
LIB3059 


-013 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


317399 
LIB3059 


-013 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


317400 
LIB3059 


-013 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


317401 
LIB3059 


-013 


-Ql 


-Kl 


-E9 


Seq. 


No. 


317402 











45123 



Seq. 


ID 


LIB3059- 


013- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


317403 
LIB3059- 


013- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


317404 
LIB3059- 


013- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


317405 
LIB3059- 


013- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


317406 
LIB3059- 


■013- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 
ID 


317407 
LIB3059- 


■013- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


317408 
LIB3059- 


■013- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


317409 
LIB3059- 


■013- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


317410 
LIB3059- 


■013- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


317411 
LIB3059- 


■013- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


317412 
LIB3059- 


■013- 


-Ql- 


-Kl' 


-G12 


Seq. 
Seq. 


No. 

ID 


317413 
LIB3059- 


-013- 


-Ql' 


-Kl 


-G7 


Seq. 


.No: . 

ID 


317414 
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LIB3059- 


-020- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


317602 
LIB3059- 


-020- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


317603 
LIB3059- 


-020- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


317604 
LIB3059- 


-020- 


-Ql- 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


317605 
LIB3059- 


-020- 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


317606 
LIB3059- 


■020- 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


317607 
LIB3059- 


-020' 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


317608 
LIB3059- 


-020' 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


317609 
LIB3059- 


-020 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


317610 
LIB3059- 


-020 


-Ql 


-Kl 


-D12 


Seq. 


No. 


317611 
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Seq. 


ID 


LIB3059- 


020- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


317612 
LIB3059- 


020- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


317613 
LIB3059- 


020- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


317614 
LIB3059- 


020- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


317615 
LIB3059- 


020- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


317616 
LIB3059- 


•020- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


317617 
LIB3059- 


■020- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


317618 
LIB3059- 


■020- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


317619 
LIB3059- 


■020- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


317620 
LIB3059- 


■020- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


317621 
LIB3059- 


-020- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


317622 
LIB3059- 


-020- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


317623 
LIB3059- 


-020- 


-Ql 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


317624 
LIB3059- 


■020- 


-Ql- 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


317625 
LIB3059- 


-020 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


317626 
LIB3059- 


-020 


-Ql 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


317627 
LIB3059- 


-020 


-Ql 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


317628 
LIB3059- 


-020 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


317629 
LIB3059- 


-020 


-Ql 


-Kl 


-G7 


Seq. 


No. 


317630 











45135 



Seq. 


ID 


LIB3059- 


020- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


317631 
LIB3059- 


020- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


317632 
LIB3059- 


020- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


317633 
LIB3059- 


020- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


317634 
LIB3059- 


020- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


317635 
LIB3059- 


•021- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


317636 
LIB3059- 


•021- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


317637 
LIB3059- 


■021- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


317638 
LIB3059- 


■021- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 
ID 


317639 
LIB3059- 


■021- 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


317640 
LIB3059- 


■021- 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


317641 
LIB3059- 


-021 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


317642 
LIB3059- 


■021 


-Ql- 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


317643 
LIB3059- 


■021 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


317644 
LIB3059- 


■021 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


317645 
LIB3059- 


-021 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


317646 
LIB3059- 


-021 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


317647 
LIB3059- 


-021 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


317648 
LIB3059- 


-021 


-Ql 


-Kl 


-D2 


Seq. 


No. 


317649 
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Seq. 


ID 


LIB3059- 


021- 


-Ql- 


-Kl- 


-D4 


Seq, 
Seq. 


No. 
ID 


317650 
LIB3059- 


■021- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 
ID 


317651 
LIB3059- 


•021- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


317652 
LIB3059- 


■021- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


317653 
LIB3059- 


•021- 


-Ql- 


-Kl- 


■Fll 


Seq. 
Seq. 


No. 

ID 


317654 
LIB3059- 


■021- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


317655 
LIB3059- 


-021- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


317656 
LIB3059- 


-021- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


317657 
LIB3059- 


-021- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


317658 
LIB3059- 


-021- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


317659 
LIB3059- 


-021- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


317660 
LIB3059- 


-021- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


317661 
LIB3059- 


-021- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


317662 
LIB3059- 


-021- 


-Ql' 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


317663 
LIB3059- 


-021 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


317664 
LIB3059- 


-021 


-Ql 


-Kl' 


-Hll 


Seq. 
Seq. 


No. 

ID 


317665 
LIB3059- 


-021 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


317666 
LIB3059- 


-021 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


317667 
LIB3059- 


-022 


-Ql 


-Kl 


-A3 


Seq. 


No. 


317668 
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Seq. 


ID 


LIB3059- 


■022- 


■Ql- 


•Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


317669 
LIB3059- 


•022- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 
ID 


317670 
LIB3059- 


■022- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


317671 
LIB3059- 


-022- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 
ID 


317672 
LIB3059- 


-022- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


317673 
LIB3059- 


-022- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


317674 
LIB3059- 


-022- 


-Ql- 


■Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


317675 
LIB3059- 


-022- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


317676 
LIB3059- 


-022- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 
ID 


317677 
LIB3059- 


-022- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


317678 
LIB3059- 


-022- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


317679 
LIB3059- 


-022- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 
ID 


317680 
LIB3059- 


-022- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


317681 
LIB3059- 


-022- 


-Ql- 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


317682 
LIB3059- 


-022- 


-Ql' 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


317683 
LIB3059- 


-022 


-Ql' 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


317684 
LIB3059- 


-022 


-Ql' 


-Kl 


-G10 


Seq. 
Seq. 


No. 
ID 


317685 
LIB3059- 


-022 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


317686 
LIB3059- 


-022 


-Ql 


-Kl 


-G6 


Seq. 


No. 


317687 











45138 



Seq. ID LIB3059-022-Q1-K1-G9 

Seq. No. 317688 

Seq. ID LIB3059-022-Q1-K1-H2 

Seq. No. 317689 

Seq. ID LIB3059-022-Q1-K1-H7 

Seq. No. 317690 

Seq. ID LIB3059-022-Q1-K1-H9 

Seq. No. 317691 

Seq. ID LIB3059-023-Q1-K1-A2 

Seq. No. 317692 

Seq. ID LIB3059-023-Q1-K1-B3 

Seq. No. 317693 

Seq. ID LIB3059-023-Q1-K1-B5 

Seq. No. 317694 

Seq. ID LIB3059-023-Q1-K1-C6 

Seq. No. 317695 

Seq. ID LIB3059-023-Q1-K1-D1 

Seq. No. 317696 

Seq. ID LIB3059-023-Q1-K1-D10 

Seq. No. 317697 

Seq. ID LIB3059-023-Q1-K1-D11 

Seq. No. 317698 

Seq. ID LIB3059-023-Q1-K1-D3 

Seq. No. 317699 

Seq. ID LIB3059-023-Q1-K1-D7 

Seq. No. 317700 

Seq. ID LIB3059-023-Q1-K1-E2 

Seq. No. 317701 

Seq. ID LIB3059-023-Q1-K1-E3 

Seq. No. 317702 

Seq. ID LIB3059-023-Q1-K1-E9 

Seq. No. 317703 

Seq. ID LIB3059-023-Q1-K1-F11 

Seq. No. 317704 

Seq. ID LIB3059-023-Q1-K1-F2 

Seq. No. 317705 

Seq. ID LIB3059-023-Q1-K1-F4 

Seq. No. 317706 

45139 




Seq. 


ID 


LIB3059- 


■023' 


-Ql' 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


317707 
LIB3059- 


023- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


317708 
LIB3059- 


023- 


-Ql' 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


317709 
LIB3059- 


023' 


-Ql' 


-Kl' 


-G9 


Seq. 
Seq. 


No. 
ID 


317710 
LIB3059- 


■023' 


-Ql' 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


317711 
LIB3059- 


023' 


-Ql 


-Kl' 


-H2 


Seq. 
Seq. 


No. 
ID 


317712 
LIB3059- 


■023- 


-Ql 


-Kl' 


-H5 


Seq. 
Seq. 


No. 

ID 


317713 
LIB3059- 


023' 


-Ql 


-Kl' 


-H6 


Seq. 
Seq. 


No. 

ID 


317714 
LIB3059- 


•024' 


-Ql 


-Kl' 


-A10 


Seq. 
Seq. 


No. 

ID 


317715 
LIB3059- 


■024- 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


317716 
LIB3059- 


■024' 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 
ID 


317717 
LIB3059- 


■024- 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


317718 
LIB3059- 


■024 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


317719 
LIB3059- 


•024' 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


317720 
LIB3059- 


•024' 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


317721 
LIB3059- 


■024' 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


317722 
LIB3059- 


■024' 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


317723 
LIB3059- 


•024' 


-Ql 


-Kl' 


-Cll 


Seq. 
Seq. 


NO. 
ID 


317724 
LIB3059- 


•024' 


-Ql 


-Kl' 


-C5 


Seq. 


No. 


317725 
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Seq. ID 



LIB3059-024-Q1-K1-C8 



Seq. No. 317726 

Seq. ID LIB3059-024-Q1-K1-D1 

Seq. No. 317727 

Seq. ID LIB3059-024-Q1-K1-D2 

Seq. No. 317728 

Seq. ID LIB3059-024-Q1-K1-D4 

Seq. No. 317729 

Seq. ID LIB3059-024-Q1-K1-D6 

Seq. No. 317730 

Seq. ID LIB3059-024-Q1-K1-D7 

Seq. No. 317731 

Seq. ID LIB3059-024-Q1-K1-D9 

Seq. No. 317732 

Seq. ID LIB3059-024-Q1-K1-E12 

Seq. No. 317733 

Seq. ID LIB3059-024-Q1-K1-E2 

Seq. No. 317734 

Seq. ID LIB3059-024-Q1-K1-E6 

Seq. No. 317735 

Seq. ID LIB3059-024-Q1-K1-F10 

Seq. No. 317736 

Seq. ID LIB3059-024-Q1-K1-F11 

Seq. No. 317737 

Seq. ID LIB3059-024-Q1-K1-F2 

Seq. No. 317738 

Seq. ID LIB3059-024-Q1-K1-F9 

Seq. No. 317739 

Seq. ID LIB3059-024-Q1-K1-G2 

Seq. No. 317740 

Seq. ID LIB3059-024-Q1-K1-G3 

Seq. No. 317741 

Seq. ID LIB3059-024-Q1-K1-G6 

Seq. No. 317742 

Seq. ID LIB3059-024-Q1-K1-G7 

Seq. No. 317743 

Seq. ID LIB3059-024-Q1-K1-H2 

Seq. No. 317744 



45141 



Seq. 


ID 


LIB3059- 


-024 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 
ID 


317745 
LIB3059- 


■024 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


317746 
LIB3059- 


■025 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


317747 
LIB3059- 


-025 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


317748 
LIB3059- 


■025 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


317749 
LIB3059- 


-025- 


-Ql- 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


317750 
LIB3059- 


■025- 


-Ql- 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


317751 
LIB3059- 


•025' 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


317752 
LIB3059- 


■025- 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


NO. 

ID 


317753 
LIB3059- 


■025' 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


317754 
LIB3059- 


■025- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


317755 
LIB3059- 


■025' 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


317756 
LIB3059- 


•025- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


317757 
LIB3059- 


■025- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


317758 
LIB3059- 


025- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


317759 
LIB3059- 


025- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


317760 
LIB3059- 


025- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


317761 
LIB3059- 


025- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 
ID 


317762 
LIB3059- 


025- 


-Ql- 


-Kl- 


-E12 


Seq. 


No. 


317763 
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Seq. 


ID 


LIB3059- 


025- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 
ID 


317764 
LIB3059- 


025- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


317765 
LIB3059- 


025- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


317766 
LIB3059- 


025- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


317767 
LIB3059- 


025- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


317768 
LIB3059- 


025- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


317769 
LIB3059- 


■025- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


317770 
LIB3059- 


025- 


-Ql- 


-Kl' 


-G12 


Seq. 
Seq. 


No. 

ID 


317771 
LIB3059- 


•025- 


-Ql- 


-Kl' 


-G3 


Seq. 
Seq. 


No. 
ID 


317772 
LIB3059- 


■025- 


-Ql' 


-Kl' 


-G4 


Seq. 
Seq. 


No. 

ID 


317773 
LIB3059- 


■025- 


-Ql' 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


317774 
LIB3059- 


■025' 


-Ql' 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


317775 
LIB3059- 


■025- 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


317776 
LIB3059- 


-025 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


317777 
LIB3059- 


■025 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


317778 
LIB3059- 


-025 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


NO. 
ID 


317779 
LIB3059- 


■025 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


317780 
LIB3059- 


-026 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


317781 
LIB3059- 


■026 


-Ql 


-Kl 


-A10 


Seq. 


No. 


317782 
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Seq. 


ID 


LIB3059- 


026- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


317783 
LIB3059- 


026- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


317784 
LIB3059- 


026- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


317785 
LIB3059- 


•026- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


317786 
LIB3059- 


■026- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


317787 
LIB3059- 


■026- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


317788 
LIB3059- 


■026- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


317789 
LIB3059- 


■026- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


317790 
LIB3059- 


-026- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 
ID 


317791 
LIB3059- 


-026- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


317792 
LIB3059- 


-026- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


317793 
LIB3059- 


-026- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


317794 
LIB3059- 


-026- 


-Ql- 


-Kl' 


-E3 


Seq. 
Seq. 


No. 

ID 


317795 
LIB3059- 


-026- 


-Ql 


-Kl' 


-E5 


Seq. 
Seq. 


No. 
ID 


317796 
LIB3059- 


-026- 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 
ID 


317797 
LIB3059- 


-026- 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


317798 
LIB3059- 


-026- 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


317799 
LIB3059- 


-026- 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


317800 
LIB3059- 


-026 


-Ql 


-Kl 


-F5 


Seq. 


No. 


317801 
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Seq. 


ID 


LIB3059- 


-026- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


317802 
LIB3059- 


-026- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


317803 
* LIB3059- 


-026- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


317804 
LIB3059- 


-026- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


317805 
LIB3059- 


-026- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


317806 
LIB3059- 


-026- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


317807 
LIB3059- 


-026 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


317808 
LIB3059- 


-026- 


-Ql' 


-Kl' 


-H8 


Seq. 
Seq. 


No. 

ID 


317809 
LIB3059- 


-027' 


-Ql' 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


317810 
LIB3059 


-027 


-Ql' 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


317811 
LIB3059 


-027 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 
ID 


317812 
LIB3059 


-027 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


317813 
LIB3059 


-027 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


317814 
LIB3059 


-027 


-Ql' 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


317815 
LIB3059 


-027 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


317816 
LIB3059 


-027 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


317817 
LIB3059 


-027 


-Ql 


-Kl 


-CI , 


Seq. 
Seq. 


No. 

ID 


317818 
LIB3059 


-027 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


317819 
LIB3059 


-027 


-Ql 


-Kl 


-C5 


Seq. 


No. 


317820 











Seq. 


ID 


LIB3059- 


■027 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


317821 
LIB3059- 


■027 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 
ID 


317822 
LIB3059- 


■027 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


317823 
LIB3059- 


■027 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


317824 
LIB3059- 


■027 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


317825 
LIB3059- 


■027 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


317826 
LIB3059- 


■027 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 
ID 


317827 
LIB3059- 


•027 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


317828 
LIB3059- 


■027- 


-Ql' 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


317829 
LIB3059- 


•027' 


-Ql' 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


317830 
LIB3059- 


■027- 


-Ql' 


-Kl- 


-G8 


Seq. 
Seq. 


No. 
ID 


317831 
LIB3059- 


■027- 


-Ql' 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


317832 
LIB3Q59- 


•027- 


-Ql' 


-Kl 


-HI 


Seq. 
Seq. 


No. 
ID 


317833 
LIB3059- 


■027- 


-Ql- 


-Kl' 


-Hll 


Seq. 
Seq. 


No. 
ID 


317834 
LIB3059- 


027- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


317835 
LIB3059- 


027- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


317836 
LIB3059- 


027- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


317837 
LIB3059- 


027- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


317838 
LIB3059- 


027- 


-Ql- 


-Kl- 


-H8 


Seq. 


No. 


317839 











45146 



# 



Seq, 


ID 


LIB3059- 


•028 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


317840 
LIB3059- 


•028 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


317841 
LIB3059- 


•028 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


317842 
LIB3059- 


•028 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


317843 
LIB3059- 


•028 


-Ql' 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


317844 
LIB3059- 


•028 


-Ql' 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


317845 
LIB3059- 


•028 


-Ql' 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


317846 
LIB3059- 


•028' 


-Ql' 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


317847 
LIB3059- 


■028- 


-Ql' 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


317848 
LIB3059- 


•028' 


-Ql' 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


317849 
LIB3059- 


•028' 


-Ql' 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


317850 
LIB3059- 


•028' 


-Ql' 


-Kl' 


-C5 


Seq. 
Seq. 


No. 

ID 


317851 
LIB3059- 


■028' 


-Ql' 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


317852 
LIB3059- 


■028' 


-Ql' 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


317853 
LIB3059- 


028- 


-Ql- 


-Kl' 


-D12 


Seq. 
Seq. 


No. 
ID 


317854 
LIB3059- 


028- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


317855 
LIB3059- 


028- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


317856 
LIB3059- 


028- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


317857 
LIB3059- 


028- 


-Ql- 


-Kl- 


-E3 


Seq. 


No. 


317858 











Seq. ID LIB3059-028-Q1-K1-E4 

Seq. No. 317859 

Seq. ID LIB3059-028-Q1-K1-E5 

Seq. No. 317860 

Seq. ID LIB3059-028-Q1-K1-E6 

Seq. No. 317861 

Seq. ID LIB3059-028-Q1-K1-F4 

Seq. No. 317862 

Seq. ID LIB3059-028-Q1-K1-F5 

Seq. No. 317863 

Seq. ID LIB3059-028-Q1-K1-F6 

Seq. No. 317864 

Seq. ID LIB3059-028-Q1-K1-F8 

Seq. No. 317865 

Seq. ID LIB3059-028-Q1-K1-F9 

Seq. No. 317866 

Seq. ID LIB3059-028-Q1-K1-G1 

Seq. No. 317867 

Seq. ID LIB3059-028-Q1-K1-G3 

Seq. No. 317868 

Seq. ID LIB3059-028-Q1-K1-G4 

Seq. No. 317869 

Seq. ID LIB3059-028-Q1-K1-G5 

Seq. No. 317870 

Seq. ID LIB3059-028-Q1-K1-G6 

Seq. No. 317871 

Seq. ID LIB3059-028-Q1-K1-G8 

Seq. No. 317872 

Seq. ID LIB3059-028-Q1-K1-H11 

Seq. No. 317873 

Seq. ID LIB3059-028-Q1-K1-H2 

Seq. No. 317874 

Seq. ID LIB3059-028-Q1-K1-H5 

Seq. No. 317875 

Seq. ID LIB3059-029-Q1-K1-A3 

Seq. No. 317876 

Seq. ID LIB3059-029-Q1-K1-A6 

Seq. No. 317877 



45148 



Seq. 


ID 


LIB3059- 


029- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 
ID 


317878 
LIB3059- 


029- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


317879 
LIB3059- 


029- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


317880 
LIB3059- 


029- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


317881 
LIB3059- 


029- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


317882 
LIB3059- 


029- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


317883 
LIB3059- 


029- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


317884 
LIB3059- 


029- 


-Ql' 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


317885 
LIB3059- 


■029- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


317886 
LIB3059- 


•029- 


-Ql- 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


317887 
LIB3059- 


•029- 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


317888 
LIB3059- 


•029- 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


317889 
LIB3059- 


■029- 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


317890 
LIB3059- 


■029- 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


317891 
LIB3059- 


■029- 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


317892 
LIB3059- 


■029- 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


317893 
LIB3059- 


■029- 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


317894 
LIB3059- 


•029- 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


317895 
LIB3059- 


■029- 


-Ql 


-Kl 


-F4 


Seq. 


No. 


317896 
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Seq. 


ID 


LIB3059- 


029- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


317897 
LIB3059- 


029- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


317898 
LIB3059- 


029- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


317899 
LIB3059- 


029- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


317900 
LIB3059- 


029- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


317901 
LIB3059- 


029- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


317902 
LIB3059- 


■029- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


317903 
LIB3059- 


029- 


-Ql- 


-Kl' 


-H6 


Seq. 
Seq. 


No. 

ID 


317904 
LIB3059- 


•030- 


-Ql- 


-Kl' 


-A5 


Seq. 
Seq. 


No. 

ID 


317905 
LIB3059- 


■030- 


-Ql' 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


317906 
LIB3059- 


■030- 


-Ql' 


-Kl 


-BIO 


Seq. 
Seq. 


No. 
ID 


317907 
LIB3059- 


■030- 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


317908 
LIB3059- 


■030- 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


317909 
LIB3059- 


•030- 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


317910 
LIB3059- 


■030- 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


317911 
LIB3059- 


■030 


-Ql' 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


317912 
LIB3059- 


-030- 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


317913 
LIB3059- 


■030' 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


317914 
LIB3059- 


■030- 


-Ql 


-Kl 


-D3 


Seq. 


No. 


317915 











45150 



Seq. 


ID 


LIB3059- 


-030 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 
ID 


317916 
LIB3059- 


■030 


~Q1' 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


317917 
LIB3059- 


■030- 


-Ql' 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


317918 
LIB3059- 


■030- 


-Ql' 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


317919 
LIB3059- 


■030 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


317920 
LIB3059- 


030' 


-Ql 


-Kl' 


-F2 


Seq. 
Seq. 


No. 
ID 


317921 
LIB3059- 


•030 


-Ql 


-Kl' 


-F4 


Seq. 
Seq. 


No. 

ID 


317922 
LIB3059- 


030' 


-Ql' 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


317923 
LIB3059- 


030- 


-Ql' 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


317924 
LIB3059- 


030' 


-Ql' 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


317925 
LIB3059- 


■030' 


-Ql' 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


317926 
LIB3059- 


030' 


-Ql' 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


317927 
LIB3059- 


030- 


-Ql' 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


317928 
LIB3059- 


030- 


-Ql' 


-Kl' 


-Hll 


Seq. 
Seq. 


No. 
ID 


317929 
LIB3059- 


030- 


-Ql' 


-Kl' 


-H2 


Seq. 
Seq. 


No. 

ID 


317930 
LIB3059- 


030- 


-Ql' 


-Kl' 


-H3 


Seq. 
Seq. 


No. 

ID 


317931 
LIB3059- 


031- 


-Ql- 


-Kl' 


-A12 


Seq. 
Seq. 


No. 

ID 


317932 
LIB3059- 


031- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


317933 
LIB3059- 


031- 


-Ql- 


-Kl- 


-A3 


Seq. 


No. 


317934 
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Seq. 


ID 


LIB3059 


-031 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 
ID 


317935 
LIB3059 


-031 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


317936 
LIB3059 


-031 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


317937 
LIB3059 


-031' 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


317938 
LIB3059' 


-031 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


317939 
LIB3059' 


-031 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


317940 
LIB3059- 


-031- 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


317941 
LIB3059- 


-031' 


-Ql 


-Kl' 


-E12 


Seq. 
Seq. 


No. 

ID 


317942 
LIB3059- 


-031' 


-Ql' 


-Kl' 


-E5 


Seq. 
Seq. 


No. 

ID 


317943 
LIB3059- 


-031- 


-Ql- 


-Kl' 


-E8 


Seq. 
Seq. 


No. 
ID 


317944 
LIB3059- 


-031- 


-Ql- 


-Kl' 


-E9 


Seq. 
Seq. 


No. 

ID 


317945 
LIB3059- 


-031- 


-Ql- 


-Kl' 


-Fl 


Seq. 
Seq. 


No. 
ID 


317946 
LIB3059- 


-031- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 
ID 


317947 
LIB3059- 


-031- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


317948 
LIB3059- 


-031- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


317949 
LIB3059- 


-031- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


317950 
LIB3059- 


-031- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 
ID 


317951 
LIB3059- 


-031- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


317952 
LIB3059- 


-032- 


-Ql- 


-Kl- 


-Al 


Seq. 


No. 


317953 











45152 



Seq. 


ID 


LIB3059- 


032- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


317954 
LIB3059- 


032- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


317955 
LIB3059- 


032- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


317956 
LIB3059- 


032- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


317957 
LIB3059- 


032- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


317958 
LIB3059- 


■032- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 
ID 


317959 
LIB3059- 


•032- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


317960 
LIB3059- 


■032- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


317961 
LIB3059- 


-032- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


317962 
LIB3059- 


-032- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


317963 
LIB3059- 


-032- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


317964 
LIB3059- 


-032' 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


317965 
LIB3059- 


-032 


-Ql' 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


317966 
LIB3059- 


-032 


-Ql 


-Kl' 


-D9 


Seq. 
Seq. 


No. 

ID 


317967 
LIB3059- 


-032 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


317968 
LIB3059- 


-032 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


317969 
LIB3059- 


-032 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


317970 
LIB3059- 


-032 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


317971 
LIB3059- 


-032 


-Ql 


-Kl 


-F12 


Seq. 


No. 


317972 











45153 



Seq. 


ID 


LIB3059- 


032- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


317973 
LIB3059- 


032- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


317974 
LIB3059- 


032- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


317975 
LIB3059- 


032- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


317976 
LIB3059- 


032- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


317977 
LIB3059- 


032- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


317978 
LIB3059- 


■032- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


317979 
LIB3059- 


•032- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


317980 
LIB3059- 


•033- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 
ID 


317981 
LIB3059- 


■033- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


317982 
LIB3059- 


■033- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 
ID 


317983 
LIB3059- 


■033- 


-Ql 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


317984 
LIB3059- 


■033 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


317985 
LIB3059- 


■033 


-Ql 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


317986 
LIB3059- 


■033 


-Ql 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


317987 
LIB3059- 


■033 


-Ql 


-Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


317988 
LIB3059- 


-033 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 
ID 


317989 
LIB3059- 


■033 


-Ql 


-Kl- 


-B4 


Seq. 
Seq. 


No. 
ID 


317990 
LIB3059- 


-033 


-Ql 


-Kl 


-B5 


Seq. 


No. 


317991 











45154 



Seq. 


ID 


LIB3059- 


033- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


317992 
LIB3059- 


033- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


317993 
LIB3059- 


033- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


317994 
LIB3059- 


033- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


317995 
LIB3059- 


033- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 
ID 


317996 
LIB3059- 


■033- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


317997 
LIB3059- 


■033- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


317998 
LIB3059- 


■033- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


317999 
LIB3059- 


■033- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


318000 
LIB3059- 


•033- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


318001 
LIB3059- 


■033- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


318002 
LIB3059- 


•033- 


-Ql- 


-Kl' 


-E9 


Seq. 
Seq. 


No. 

ID 


318003 
LIB3059- 


-033- 


-Ql- 


-Kl' 


-Fll 


Seq. 
Seq. 


No. 

ID 


318004 
LIB3059- 


-033- 


-Ql' 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


318005 
LIB3059- 


-033- 


-Ql' 


-Kl 


-F7 


Seq. 
Seq. 


No. 
ID 


318006 
LIB3059- 


-033- 


-Ql' 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


318007 
LIB3059- 


-033- 


-Ql' 


-Kl 


-G10 


Seq. 
Seq. 


No. 
ID 


318008 
LIB3059- 


-033- 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


318009 
LIB3059- 


-033' 


-Ql 


-Kl 


-G5 


Seq. 


No. 


318010 
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Seq. 


ID 


LIB3059- 


■033 


-Ql 


-Kl 


-G6 


Seq. 
Seq, 


No. 
ID 


318011 
LIB3059- 


■033 


-Ql- 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


318012 
LIB3059- 


■033 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


318013 
LIB3059- 


■033 


-Ql- 


-Kl 


-H2 


Seq. 
Seq. 


No. 
ID 


318014 
LIB3059- 


■033 


-Ql- 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


318015 
LIB3059- 


■034 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 
ID 


318016 
LIB3059- 


■034 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


318017 
LIB3059- 


■034 


-Ql- 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


318018 
LIB3059- 


■034 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


318019 
LIB3059- 


■034 


-Ql- 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


318020 
LIB3059- 


■034 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 
ID 


318021 
LIB3059- 


■034 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


318022 
LIB3059- 


■034 


-Ql- 


-Kl 


-B9 


Seq. 
Seq. 


No. 
ID 


318023 
LIB3059- 


■034 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 
ID 


318024 
LIB3059- 


■034 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


318025 
LIB3059- 


034 


-Ql- 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


318026 
LIB3059- 


034 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


318027 
LIB3059- 


034' 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


318028 
LIB3059- 


034' 


-Ql- 


-Kl- 


-D5 


Seq. 


No. 


318029 












Seq. 


ID 


LIB3059- 


-034 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 
ID 


318030 
LIB3059- 


-034 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 
ID 


318031 
LIB3059- 


■034 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


318032 
LIB3059- 


•034 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


318033 
LIB3059- 


■034 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


318034 
LIB3059- 


■034 


-Ql' 


-Kl 


-FS 


Seq. 
Seq. 


No. 

ID 


318035 
LIB3059- 


■034 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


318036 
LIB3059- 


■034 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


318037 
LIB3059- 


■034 


-Ql' 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


318038 
LIB3059- 


•034 


-Ql- 


-Kl' 


-G7 


Seq. 
Seq. 


No. 

ID 


318039 
LIB3059- 


•034 


»Q1- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 
ID 


318040 
LIB3059- 


■034- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


318041 
LIB3059- 


•034- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


318042 
LIB3059- 


034- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


318043 
LIB3059- 


034- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


318044 
LIB3059- 


■OSS- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


318045 
LIB3059- 


OSS- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


318046 
LIB3059- 


035- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


318047 
LIB3059- 


035- 


-Ql- 


-Kl- 


-B3 


Seq. 


No. 


318048 











45157 




Seq. 


ID 


LIB3059 


-035- 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


318049 
LIB3059 


-035- 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


318050 
LIB3059 


-035- 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


318051 
LIB3059 


-035- 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 
ID 


318052 
LIB3059 


-035- 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


318053 
LIB3059 


-035- 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 
ID 


318054 
LIB3059 


-035- 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 
ID 


318055 
LIB3059 


-035- 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


318056 
LIB3059 


-035- 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


318057 
LIB3059- 


-035- 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


318058 
LIB3059- 


-035- 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 
ID 


318059 
LIB3059 


-035- 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


318060 
LIB3059- 


-035- 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


318061 
LIB3059- 


-035- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


318062 
LIB3059- 


-035- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 
ID 


318063 
LIB3059- 


-035- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


318064 
LIB3059- 


-035- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


318065 
LIB3059- 


-035- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


318066 
LIB3059- 


-035- 


-Ql- 


-Kl- 


-G12 


Seq. 


No. 


318067 











45158 



Seq. 


ID 


LIB3059- 


■035- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


318068 
LIB3059- 


•035- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


318069 
LIB3059- 


•035- 


-Ql- 


-Kl 


-G8 


Seq. 
Seq. 


NO. 
ID 


318070 
LIB3059- 


035- 


-Ql- 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


318071 
LIB3059- 


•035- 


-Ql- 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


318072 
LIB3059- 


•035' 


-Ql- 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


318073 
LIB3059- 


■035' 


-Ql- 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


318074 
LIB3059- 


■036- 


-Ql- 


-Kl 


-A10 


Seq. 
Seq, 


No. 

ID 


318075 
LIB3059- 


■036- 


-Ql- 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


318076 
LIB3059- 


■036' 


-Ql- 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


318077 
LIB3059- 


■036- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


318078 
LIB3059- 


•036' 


-Ql- 


-Kl 


-CI 


Seq. 
Seq. 


No. 
ID 


318079 
LIB3059- 


■036- 


-Ql- 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


318080 
LIB3059- 


■036 


-Ql- 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


318081 
LIB3059- 


■036- 


-Ql- 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


318082 
LIB3059- 


■036' 


-Ql- 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


318083 
LIB3059- 


■036- 


-Ql- 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


318084 
LIB3059- 


■036- 


-Ql- 


-Kl 


-D2 


Seq. 
Seq. 


No. 
ID 


318085 
LIB3059- 


•036- 


-Ql- 


-Kl 


-D4 


Seq. 


No. 


318086 











45159 




Seq. 


ID 


LIB3059- 


036- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


318087 
LIB3059- 


036- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


318088 
LIB3059- 


036- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 
ID 


318089 
LIB3059- 


036- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 
ID 


318090 
LIB3059- 


-036- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


318091 
LIB3059- 


036- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


318092 
LIB3059- 


■036- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


318093 
LIB3059- 


■036- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


318094 
LIB3059- 


■036' 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


318095 
LIB3059- 


•036' 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


318096 
LIB3059- 


■036- 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


318097 
LIB3059- 


■036 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


318098 
LIB3059- 


■036 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


318099 
LIB3059- 


•036 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


318100 
LIB3059- 


■036 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


318101 
LIB3059- 


■037 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


318102 
LIB3059- 


■037 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


318103 
LIB3059- 


■037' 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


318104 
LIB3059- 


■037- 


-Ql 


-Kl 


-A2 


Seq. 


No. 


318105 











45160 



Seq. 


ID 


LIB3059- 


■037 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


318106 
LIB3059- 


■037 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


318107 
LIB3059- 


■037 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


318108 
LIB3059- 


■037 


-Ql- 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


318109 
LIB3059- 


■037 


-Ql- 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


318110 
LIB3059- 


■037 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


318111 
LIB3059- 


■037 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


318112 
LIB3059- 


■037 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


318113 
LIB3059- 


■037 


-Ql- 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


318114 
LIB3059- 


■037 


-Ql- 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


318115 
LIB3059- 


■037 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


318116 
LIB3059- 


■037 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


318117 
LIB3059- 


■037- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


318118 
LIB3059- 


•037- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


318119 
LIB3059- 


037- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


318120 
LIB3059- 


037- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


318121 
LIB3059- 


037- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


318122 
LIB3059- 


037- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


318123 
LIB3059- 


037- 


-Ql- 


-Kl- 


-Hll 


Seq. 


No. 


318124 
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Seq. 


ID 


LIB3059- 


-037 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


318125 
LIB3059- 


-037 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


318126 
LIB3059- 


-037 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


318127 
LIB3059- 


-037 


-Ql 


-Kl 


-H9 


Seq. 
Seq, 


No. 

ID 


318128 
LIB3059- 


-038 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


318129 
LIB3059- 


-038 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


318130 
LIB3059- 


■038 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


318131 
LIB3059- 


-038 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


318132 
LIB3059- 


■038 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 
ID 


318133 
LIB3059- 


■038 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


318134 
LIB3059- 


■038 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


318135 
LIB3059- 


•038- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


318136 
LIB3059- 


•038- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


318137 
LIB3059- 


■038- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


318138 
LIB3059- 


038- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


318139 
LIB3059- 


038- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


318140 
LIB3059- 


038- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


318141 
LIB3059- 


038- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


318142 
LIB3059- 


038- 


-Ql- 


-Kl- 


-F3 


Seq. 


No. 


318143 











45162 



Seq. 


ID 


LIB3059- 


038' 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 
ID 


318144 
LIB3059- 


038' 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


318145 
LIB3059- 


038' 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


318146 
LIB3059- 


038' 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


318147 
LIB3059- 


038' 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


318148 
LIB3059- 


038' 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 
ID 


318149 
LIB3059- 


038' 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


318150 
LIB3059- 


038' 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


318151 
LIB3059- 


038' 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


318152 
LIB3059- 


■039' 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


318153 
LIB3059- 


■039 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


318154 
LIB3059- 


■039 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


318155 
LIB3059- 


■039 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


318156 
LIB3059- 


■039 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


318157 
LIB3059- 


■039 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


318158 
LIB3059- 


■039 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


318159 
LIB3059- 


■039 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


318160 
LIB3059- 


■039 


-Ql- 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


318161 
LIB3059- 


•039' 


-Ql- 


-Kl- 


-D10 


Seq. 


No. 


318162 











45163 



Seq. 


ID 


LIB3059- 


039- 


■Ql- 


Kl- 


■D12 


Seq. 
Seq. 


No. 

ID 


318163 
LIB3059- 


•039- 


■Ql- 


■Kl- 


■D3 


Seq. 
Seq. 


No. 

ID 


318164 
LIB3059- 


■039- 


■Ql- 


-Kl- 


•D5 


Seq. 
Seq. 


No. 

ID 


318165 
LIB3059- 


■039- 


■Ql- 


■Kl- 


■D7 


Seq. 
Seq. 


No. 

ID 


318166 
LIB3059- 


■039- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


318167 
LIB3059- 


■039- 


-Ql- 


-Kl- 


•D9 


Seq. 
Seq. 


No. 

ID 


318168 
LIB3059- 


-039- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


318169 
LIB3059- 


-039- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


318170 
LIB3059- 


-039- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 
ID 


318171 
LIB3059- 


-039- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


318172 
LIB3059- 


-039- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


318173 
LIB3059- 


-039- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


318174 
LIB3059- 


-039- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


318175 
LIB3059- 


-039- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


318176 
LIB3059- 


-039- 


-Ql' 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


318177 
LIB3059- 


-039' 


-Ql 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


318178 
LIB3059- 


-039- 


-Ql 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


318179 
LIB3059- 


-039 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


318180 
LIB3059 


-039 


-Ql 


-Kl 


-Gil 


Seq. 


No. 


318181 











45164 



Seq. 


ID 


LIB3059- 


•039 


-Ql 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


318182 
LIB3059- 


•039' 


-Ql 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


318183 
LIB3059- 


■039' 


-Ql' 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


318184 
LIB3059- 


•039' 


-Ql 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


318185 
LIB3059- 


039' 


-Ql' 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


318186 
LIB3059- 


•039' 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


318187 
LIB3059- 


•039' 


-Ql' 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


318188 
LIB3059- 


■039 


-Ql 


-Kl- 


-H6 


Seq. 
Seq. 


No. 
ID 


318189 
LIB3059- 


■040' 


-Ql 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


318190 
LIB3059- 


■040- 


-Ql 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


318191 
LIB3059- 


■040 


-Ql' 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


318192 
LIB3059- 


-040 


-Ql 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


318193 
LIB3059- 


■040 


-Ql' 


-Kl- 


-B7 


Seq. 
Seq. 


No. 
ID 


318194 
LIB3059- 


■040 


-Ql 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


318195 
LIB3059- 


■040 


-Ql 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


318196 
LIB3059- 


•040 


-Ql' 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


318197 
LIB3059- 


■040 


-Ql' 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


318198 
LIB3059- 


■040' 


-Ql' 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


318199 
LIB3059- 


•040- 


-Ql- 


-Kl- 


-D10 


Seq. 


No. 


318200 











451 




Seq. 


ID 


LIB3059- 


■040 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


318201 
LIB3059- 


■040 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


318202 
LIB3059- 


•040 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


318203 
LIB3059- 


■040 


-Ql 


-Kl' 


-D7 


Seq. 
Seq. 


No. 

ID 


318204 
LIB3059- 


■040 


-Ql 


-Kl' 


-Ell 


Seq. 
Seq. 


No. 

ID 


318205 
LIB3059- 


■040 


-Ql 


-Kl' 


-E4 


Seq. 
Seq. 


No. 

ID 


318206 
LIB3059- 


■040 


-Ql 


-Kl' 


-E6 


Seq. 
Seq. 


No. 

ID 


318207 
LIB3059- 


■040 


-Ql' 


-Kl' 


-F2 


Seq. 
Seq. 


No. 

ID 


318208 
LIB3059- 


■040 


-Ql' 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


318209 
LIB3059- 


■040 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


318210 
LIB3059- 


■040 


-Ql' 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


318211 
LIB3059- 


■040 


-Ql' 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


318212 
LIB3059- 


■040 


-Ql' 


-Kl- 


-HI 


Seq. 
Seq. 


No. 
ID 


318213 
LIB3059- 


040' 


-Ql' 


-Kl- 


-H2 


Seq. 
Seq. 


No. 
ID 


318214 
LIB3059- 


■040- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


318215 
LIB3059- 


040- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


318216 
LIB3059- 


041- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


318217 
LIB3059- 


041- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


318218 
LIB3059- 


041- 


-Ql- 


-Kl- 


-A4 


Seq. 


No. 


318219 











45166 




Seq. 


ID 


LIB3059- 


■041 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


318220 
LIB3059- 


-041 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


318221 
LIB3059- 


■041 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


318222 
LIB3059- 


■041 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


318223 
LIB3059- 


■041 


-Ql 


-Kl' 


-C9 


Seq. 
Seq. 


No. 

ID 


318224 
LIB3059- 


•041 


-Ql 


-Kl- 


-D10 


Seq. 
Seq. 


No. 
ID 


318225 
LIB3059- 


•041 


-Ql 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


318226 
LIB3059- 


■041' 


-Ql 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


318227 
LIB3059- 


■041' 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


318228 
LIB3059- 


■041' 


-Ql' 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


318229 
LIB3059- 


■041 


-Ql' 


-Kl- 


-D7 


Seq. 
Seq. 


No. 
ID 


318230 
LIB3059- 


■041 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


318231 
LIB3059- 


041 


-Q1- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


318232 
LIB3059- 


041' 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


318233 
LIB3059- 


041' 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


318234 
LIB3059- 


041- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


318235 
LIB3059- 


041- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


318236 
LIB3059- 


041- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 
ID 


318237 
LIB3059- 


041- 


-Ql- 


-Kl- 


-F6 


Seq. 


No. 


318238 











45167 




Seq. 


ID 


LIB3059- 


■041 


-Ql 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


318239 
LIB3059- 


■041 


-Ql 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


318240 
LIB3059- 


■041- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


318241 
LIB3059- 


■041 


-Ql 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


318242 
LIB3059- 


■042 


-Ql' 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


318243 
LIB3059- 


•042- 


-Ql 


-Kl- 


-A3 


Seq. 
Seq. 


No. 
ID 


318244 
LIB3059- 


•042 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


318245 
LIB3059- 


-042 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


318246 
LIB3059- 


■042' 


-Ql 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


318247 
LIB3059- 


■042 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


318248 
LIB3059- 


■042 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


318249 
LIB3059- 


•042 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


318250 
LIB3059- 


■042 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


318251 
LIB3059- 


■042- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


318252 
LIB3059- 


■042' 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


318253 
LIB3059- 


■042- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


318254 
LIB3059- 


042' 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


318255 
LIB3059- 


042' 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


318256 
LIB3059- 


042- 


-Ql- 


-Kl- 


-C6 


Seq. 


NO. 


318257 











45168 



Seq. 


ID 


LIB3059- 


042 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


318258 
LIB3059- 


042 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


318259 
LIB3059- 


042 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


318260 
LIB3059- 


042 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


318261 
LIB3059- 


042 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


318262 
LIB3059- 


042 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


318263 
LIB3059- 


042 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


318264 
LIB3059- 


042 


-Ql 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


318265 
LIB3059- 


042 


-Ql 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


318266 
LIB3059- 


•042 


-Ql 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


318267 
LIB3059- 


■042 


-Ql 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


318268 
LIB3059- 


■042 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


318269 
LIB3059- 


■042 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 
ID 


318270 
LIB3059- 


■042 


-Ql 


-Kl' 


-G2 


Seq. 
Seq. 


No. 

ID 


318271 
LIB3059- 


■042 


-Ql 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


318272 
LIB3059- 


■042 


-Ql 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


318273 
LIB3059- 


042 


-Ql 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


318274 
LIB3059- 


043 


-Ql 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


318275 
LIB3059- 


043 


-Ql 


-Kl- 


-A2 


Seq* 


No. 


318276 











45169 



# 



Seq. 


ID 


LIB3059- 


•043' 


-Ql 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


318277 
LIB3059- 


•043' 


-Ql 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


318278 
LIB3059- 


■043' 


-Ql 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


318279 
LIB3059- 


•043' 


-Ql 


-Kl- 


-B9 


Seq. 
Seq. 


No. 
ID 


318280 
LIB3059- 


•043' 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


318281 
LIB3059- 


■043' 


-Ql 


-Kl- 


-C3 


Seq. 
Seq. 


No. 
ID 


318282 
LIB3059- 


■043 


-Ql 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


318283 
LIB3059- 


■043 


-Ql 


-Kl' 


-C9 


Seq. 
Seq. 


No. 

ID 


318284 
LIB3059- 


■043 


-Ql 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


318285 
LIB3059- 


■043 


-Ql 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


318286 
LIB3059- 


■043 


-Ql 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


318287 
LIB3059- 


■043 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


318288 
LIB3059- 


■043 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


318289 
LIB3059- 


■043' 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


318290 
LIB3059- 


■043 


-Ql 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


318291 
LIB3059- 


•043 


-Ql 


-Kl' 


-E5 


Seq. 
Seq. 


No. 

ID 


318292 
LIB3059- 


■043 


-Ql 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


318293 
LIB3059- 


■043 


-Ql 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


318294 
LIB3059- 


■043 


-Ql 


-Kl' 


-Fll 


Seq. 


No. 


318295 











45170 



Seq. 


ID 


LIB3059- 


■043 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


318296 
LIB3059- 


■043 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


318297 
LIB3059- 


•043 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


318298 
LIB3059- 


•043 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


318299 
LIB3059- 


•043 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


318300 
LIB3059- 


•043 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


318301 
LIB3059- 


•043 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


318302 
LIB3059- 


•043 


-Ql 


-Kl' 


-G7 


Seq. 
Seq. 


No. 

ID 


318303 
LIB3059- 


■043 


-Ql' 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


318304 
LIB3059- 


■043 


-Ql' 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


318305 
LIB3059- 


■043 


-Ql' 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


318306 
LIB3059- 


■043 


-Ql' 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


318307 
LIB3059- 


■043 


-Ql' 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


318308 
LIB3059- 


■044' 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


318309 
LIB3059- 


■044- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


318310 
LIB3059- 


■044- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


318311 
LIB3059- 


044- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


318312 
LIB3059- 


044- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


318313 
LIB3059- 


044- 


-Ql- 


-Kl- 


-B8 


Seq. 


No. 


318314 











45171 



Seq. 


ID 


LIB3059- 


-044 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


318315 
LIB3059- 


-044 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


318316 
LIB3059- 


-044 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


318317 
LIB3059- 


-044 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


318318 
LIB3059- 


-044 


-Ql' 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


318319 
LIB3059- 


-044 


-Ql' 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


318320 
LIB3059- 


-044 


-Ql' 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


318321 
LIB3059- 


•044 


-Ql' 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


318322 
LIB3059- 


■044 


-Ql' 


-Kl' 


-F5 


Seq. 
Seq. 


No. 
ID 


318323 
LIB3059- 


■044 


-Ql' 


-Kl' 


-Gil 


Seq. 
Seq. 


No. 
ID 


318324 
LIB3059- 


-044 


-Ql- 


-Kl' 


-G12 


Seq. 
Seq. 


No. 

ID 


318325 
LIB3059- 


■044 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


318326 
LIB3059- 


■044 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


318327 
LIB3059- 


■044 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


318328 
LIB3059- 


044' 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


318329 
LIB3059- 


044- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


318330 
LIB3059- 


044- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


318331 
LIB3059- 


044- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


318332 
LIB3059- 


044- 


-Ql- 


-Kl- 


-H5 


Seq. 


No. 


318333 












Seq. 


ID 


LIB3059- 


044' 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


318334 
LIB3059- 


045' 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


318335 
LIB3059- 


045' 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


318336 
LIB3059- 


045' 


-Ql' 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


318337 
LIB3059- 


045' 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


318338 
LIB3059- 


045 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 
ID 


318339 
LIB3059- 


045 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


318340 
LIB3059- 


045 


-QL 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


318341 
LIB3059- 


045 


-Ql 


-Kl' 


-B12 


Seq. 
Seq. 


No. 

ID 


318342 
LIB3059- 


■045' 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


318343 
LIB3059- 


■045' 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


318344 
LIB3059- 


•045 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


318345 
LIB3059- 


045 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


318346 
LIB3059- 


•045 


-Ql 


-Kl' 


-C6 


Seq. 
Seq. 


No. 

ID 


318347 
LIB3059- 


•045 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


318348 
LIB3059- 


045 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


318349 
LIB3059- 


•045 


-Ql 


-Kl' 


-D6 


Seq. 
Seq. 


No. 

ID 


318350 
LIB3059- 


■045 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


318351 
LIB3059- 


■045' 


-Ql 


-Kl 


-El 


Seq. 


No. 


318352 











45173 



Seq. 


ID 


LIB3059- 


045' 


-Ql- 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


318353 
LIB3059- 


•045- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


318354 
LIB3059- 


■045- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


318355 
LIB3059- 


■045' 


-Ql' 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


318356 
LIB3059- 


045' 


-Ql' 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


318357 
LIB3059- 


045' 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


318358 
LIB3059- 


•045' 


-Ql' 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


318359 
LIB3059- 


•045' 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


318360 
LIB3059- 


•045' 


-Ql' 


-Kl- 


-F7 


Seq. 
Seq, 


No. 

ID 


318361 
LIB3059- 


■045' 


-Ql- 


-Kl 


-F8 


Seq. 
Seq. 


No. 
ID 


318362 
LIB3059- 


■045' 


-Ql' 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


318363 
LIB3059- 


■045' 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


318364 
LIB3059- 


•045' 


-Ql' 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


318365 
LIB3059- 


■045' 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


318366 
LIB3059- 


■045' 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


318367 
LIB3059- 


■045' 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


318368 
LIB3059- 


■045' 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


318369 
LIB3059- 


■045- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


318370 
LIB3059- 


■045' 


-Ql- 


-Kl- 


-H2 


Seq. 


No. 


318371 











45174 



Seq. 


ID 


LIB3059- 


045- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


318372 
LIB3059- 


045- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


318373 
LIB3059- 


045- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


318374 
LIB3059- 


046- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


318375 
LIB3059- 


046- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


318376 
LIB3059- 


■046- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


318377 
LIB3059- 


■046- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


318378 
LIB3059- 


•046- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


318379 
LIB3059- 


•046- 


-Ql' 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


318380 
LIB3059- 


■046- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


318381 
LIB3059- 


■046- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


318382 
LIB3059- 


■046- 


-Ql 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


318383 
LIB3059- 


■046- 


-Ql- 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


318384 
LIB3059- 


■046- 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


318385 
LIB3059- 


■046- 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


318386 
LIB3059- 


■046- 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


318387 
LIB3059- 


■046- 


-Ql- 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


318388 
LIB3059- 


■046- 


-Ql- 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


318389 
LIB3059- 


■046- 


-Ql- 


-Kl 


-E2 


Seq. 


No. 


318390 











4517 



Seq. 


ID 


LIB3059- 


046' 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


318391 
LIB3059- 


046' 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


318392 
LIB3059- 


046' 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


318393 
LIB3059- 


046' 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


318394 
LIB3059- 


046' 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


318395 
LIB3059- 


046' 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 
ID 


318396 
LIB3059- 


046' 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


318397 
LIB3059- 


046 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


318398 
LIB3059- 


•046 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


318399 
LIB3059- 


■046 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


318400 
LIB3059- 


•047 


-Ql 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


318401 
LIB3059- 


•047 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


318402 
LIB3059- 


■047 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


318403 
LIB3059- 


■047 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


318404 
LIB3059- 


■047 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


318405 
LIB3059- 


■047 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


318406 
LIB3059- 


■047 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


318407 
LIB3059- 


•047 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


318408 
LIB3059- 


•047 


-Ql 


-Kl 


-B7 


Seq. 


No. 


318409 











45176 



Seq. 


ID 


LIB3059- 


■047 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


318410 
LIB3059- 


■047 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


318411 
LIB3059- 


■047 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


318412 
LIB3059- 


■047 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


318413 
LIB3059- 


■047 


-Ql. 


-Kl' 


-E6 


Seq. 
Seq. 


No. 

ID 


318414 
LIB3059- 


■047 


-Ql- 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


318415 
LIB3059- 


-047 


-Ql- 


-Kl' 


-F10 


Seq. 
Seq. 


No. 

ID 


318416 
LIB3059- 


■047 


-Ql- 


-Kl' 


-F3 


Seq. 
Seq. 


No. 

ID 


318417 
LIB3059- 


•047 


-Ql- 


-Kl' 


-F4 


Seq. 
Seq. 


No. 

ID 


318418 
LIB3059- 


■047 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


318419 
LIB3059- 


■047 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


318420 
LIB3059- 


■047 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


318421 
LIB3059- 


■047 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


318422 
LIB3059- 


■047' 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


318423 
LIB3059- 


■047- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


318424 
LIB3059- 


048- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


318425 
LIB3059- 


048- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


318426 
LIB3059- 


048- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


318427 
LIB3059- 


048- 


-Ql- 


-Kl- 


-Bl 


Seq. 


No. 


318428 











45177 



Seq. 


ID 


LIB3059- 


-041 


3-Q1 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


318429 
LIB3059- 


-04? 


3-Q1 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


318430 
LIB3059- 


•04* 


3-Q1- 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


318431 
LIB3059- 


•04? 


3-Q1 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


318432 
LIB3059- 


■04* 


3-Q1 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


318433 
LIB3059- 


•04* 


3-Q1- 


-Kl 


-C2 


Seq. 
Seq. 


No. 
ID 


318434 
LIB3059- 


■04* 


3-Q1 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


318435 
LIB3059- 


■04* 


3-Q1 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


318436 
LIB3059- 


■04* 


3-Q1 


-K1- 


-C9 


Seq. 
Seq. 


No. 
ID 


318437 
LIB3059- 


■04* 


J-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


318438 
LIB3059- 


■04* 


3-Q1- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


318439 
LIB3059- 


■04* 


i-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


318440 
LIB3059- 


■04E 


i-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


318441 
LIB3059- 


■04E 


i-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


318442 
LIB3059- 


04E 


i-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


318443 
LIB3059- 


04E 


3-Q1- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


318444 
LIB3059- 


04E 


S-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


318445 
LIB3059- 


04£ 


5-Q1- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


318446 
LIB3059- 


04£ 


S-Ql- 


-Kl- 


-G10 


Seq. 


No. 


318447 











45178 




Seq. 


ID 


LIB3059- 


■048 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


318448 
LIB3059- 


■048 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


318449 
LIB3059- 


■048 


-Ql 


-Kl' 


-H2 


Seq. 
Seq. 


No. 

ID 


318450 
LIB3059- 


■048' 


-Ql 


-Kl' 


-H4 


Seq. 
Seq. 


No. 

ID 


318451 
LIB3059- 


■048 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


318452 
LIB3059- 


■049' 


-Ql 


-Kl' 


-A12 


Seq. 
Seq. 


No. 

ID 


318453 
LIB3059- 


049 


-Ql 


-Kl' 


-A8 


Seq. 
Seq. 


No. 

ID 


318454 
LIB3059- 


■049 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


318455 
LIB3059- 


■049 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


318456 
LIB3059- 


■049- 


-Ql 


-Kl' 


-B6 


Seq. 
Seq. 


No. 

ID 


318457 
LIB3059- 


■049 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


318458 
LIB3059- 


•049 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


318459 
LIB3059- 


■049 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


318460 
LIB3059- 


■049' 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


318461 
LIB3059- 


■049- 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 
ID 


318462 
LIB3059- 


049- 


-Ql 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


318463 
LIB3059- 


049- 


-Ql' 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


318464 
LIB3059- 


049- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


318465 
LIB3059- 


049- 


-Ql- 


-Kl- 


-E7 


Seq. 


No. 


318466 











45179 




Seq. 


ID 


LIB3059- 


049- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


318467 
LIB3059- 


049- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


318468 
LIB3059- 


049- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


318469 
LIB3059- 


049- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


318470 
LIB3059- 


049- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


318471 
LIB3059- 


049- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


318472 
LIB3059- 


049- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


318473 
LIB3059- 


049- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


318474 
LIB3059- 


049- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


318475 
LIB3059- 


•049- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


318476 
LIB3059- 


■049- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


318477 
LIB3059- 


•049' 


-Ql- 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


318478 
LIB3059- 


■049- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


318479 
LIB3059- 


049' 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


318480 
LIB3059- 


■049- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


318481 
LIB3059- 


049' 


-Ql- 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


318482 
LIB3059- 


049- 


-Ql- 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


318483 
LIB3059- 


052' 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq, 


No. 

ID 


318484 
LIB3059- 


052- 


-Ql- 


-Kl- 


-A4 


Seq. 


No. 


318485 











45180 



Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

rV .:--- '-C' ' <'* , 

••'•,.V - 

■Sec}. ID 

Seq. No. 

Seq. ID 

Seq, No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 



LIB3059-052-Q1-K1-A9 
318486 

LIB3059-052-Q1-K1-B6 
318487 

LIB3059-052-Q1-K1-C10 
318488 

LIB3059-052-Q1-K1-C11 
318489 

LIB3059-052-Q1-K1-C2 
318490 

LIB3059-052-Q1-K1-C3 
318491 

LIB3059-052-Q1-K1-C6 
318492 

LIB3059-052-Q1-K1-D1 
318493 

LIB3059-052-Q1-K1-E11 
318494 

LIB3059-052-Q1-K1-E4 
318495 

LIB3059-052-Q1-K1-F2 
318496 

LIB3059-052-Q1-K1-F4 
318497 

LIB305 9-052-Q1-K1-F5 
318498 

LIB3059-052-Q1-K1-F6 
318499 

LIB3059-052-Q1-K1-F9 
318500 

LIB3059-052-Q1-K1-G1 
318501 

LIB3059-052-Q1-K1-G10 
318502 

LIB3059-052-Q1-K1-G2 
318503 

LIB3059-052-Q1-K1-H10 
318504 



4518 



Seq. ID LIB3059-052-Q1-K1-H4 

Seq. No. 318505 

Seq. ID LIB3059-052-Q1-K1-H6 

Seq. No. 318506 

Seq. ID LIB3059-053-Q1-K1-A10 

Seq. No. 318507 

Seq, ID LIB3059-053-Q1-K1-A11 

Seq. No. 318508 

Seq. ID LIB3059-053-Q1-K1-A4 

Seq. No. 318509 

Seq. ID LIB3059-053-Q1-K1-A5 

Seq. No. 318510 

Seq. ID LIB3059-053-Q1-K1-A6 

Seq. No. 318511 

Seq. ID LIB3059-053-Q1-K1-A9 

Seq. No. 318512 

Seq. ID LIB3059-053-Q1-K1-B1 

Seq. No. 318513 

Seq. ID LIB3059-053-Q1-K1-B3 

Seq. No. 318514 

Seq. ID LIB3059-053-Q1-K1-B5 

Seq. No. 318515 

Seq. ID LIB3059-053-Q1-K1-B8 

Seq. No. 318516 

Seq. ID LIB3059-053-Q1-K1-B9 

Seq. No. 318517 

Seq. ID LIB3059-053-Q1-K1-C1 

Seq. No. 318518 

Seq. ID LIB3059-053-Q1-K1-C11 

Seq. No. 318519 

Seq. ID LIB3059-053-Q1-K1-C2 

Seq. No. 318520 

Seq. ID LIB3059-053-Q1-K1-C3 

Seq. No. 318521 

Seq. ID LIB3059-053-Q1-K1-C7 

Seq. No. 318522 

Seq. ID LIB3059-053-Q1-K1-C8 

Seq. No. 318523 



45182 



Seq. 


ID 


LIB3059- 


-053 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


318524 
LIB3059- 


■053 


-Ql 


-Kl- 


-El 


Seq. 
Seq. 


No. 
ID 


318525 
LIB3059- 


■053 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


318526 
LIB3059- 


■053 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


318527 
LIB3059- 


■053 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


318528 
LIB3059- 


•053 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


318529 
LIB3059- 


■053 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


318530 
LIB3059- 


■053' 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


318531 
LIB3059- 


■053- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


318532 
LIB3059- 


■053- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


318533 
LIB3059- 


■053- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


318534 
LIB3059- 


■053- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


318535 
LIB3059- 


■053- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


318536 
LIB3059- 


053- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


318537 
LIB3059- 


053- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


318538 
LIB3059- 


053- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


318539 
LIB3059- 


054- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


318540 
LIB3059- 


054- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


318541 
LIB3059- 


054- 


-Ql- 


-Kl- 


-Bll 


Seq. 


No. 


318542 











45183 



Seq. ID LIB3059-054-Q1-K1-C11 

Seq. No. 318543 

Seq. ID LIB3059-054-Q1-K1-C12 

Seq. No. 318544 

Seq. ID LIB3059-054-Q1-K1-C5 

Seq. No. 318545 

Seq. ID LIB3059-054-Q1-K1-C8 

Seq. No. 318546 

Seq. ID LIB3059-054-Q1-K1-C9 

Seq. No. 318547 

Seq. ID LIB3059-054-Q1-K1-D10 

Seq. No. 318548 

Seq. ID LIB3059-054-Q1-K1-D5 

Seq. No. 318549 

Seq. ID LIB3059-054-Q1-K1-D6 

Seq. No. 318550 

Seq. ID LIB3059-054-Q1-K1-D7 

Seq. No. 318551 

Seq. ID LIB3059-054-Q1-K1-D9 

Seq. No. 318552 

Seq. ID LIB3059-054-Q1-K1-E1 

Seq. No. 318553 

Seq. ID LIB3059-054-Q1-K1-E10 

Seq. No. 318554 

Seq. ID LIB3059-054-Q1-K1-E12 

Seq. No. 318555 

Seq. ID LIB3059-054-Q1-K1-E7 

Seq. No. 318556 

Seq. ID LIB3059-054-Q1-K1-E8 

Seq. No. 318557 

Seq. ID LIB3059-054-Q1-K1-F1 

Seq. No. 318558 

Seq. ID LIB3059-054-Q1-K1-F11 

Seq. No. 318559 

Seq. ID LIB3059-054-Q1-K1-F5 

Seq. No. 318560 

Seq. ID LIB3059-054-Q1-K1-F6 

Seq. No. 318561 



45184 



Seq. 


ID 


LIB3059- 


■054' 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


318562 
LIB3059- 


054' 


-Ql- 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


318563 
LIB3059- 


054 


-Ql- 


-Kl 


-Gil 


Seq. 
Seq, 


No. 

ID 


318564 
LIB3059- 


054 


-Ql- 


-Kl 


-G12 


Seq. 
Seq. 


No. 
ID 


318565 
LIB3059- 


■054' 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


318566 
LIB3059- 


■054' 


-Ql- 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


318567 
LIB3059- 


■054' 


-Ql 


-Kl 


-G9 


Seq, 
Seq. 


No. 

ID 


318568 
LIB3059- 


•054' 


-Ql 


-Kl 


-HI 


Seq. 
Seq, 


No. 

ID 


318569 
LIB3059- 


•054' 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


318570 
LIB3059- 


•054' 


-Ql 


-Kl 


-H7 


Seq, 
Seq. 


No. 

ID 


318571 
LIB3059- 


•054' 


-Ql' 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


318572 
LIB3059- 


055 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


318573 
LIB3059- 


■055 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


318574 
LIB3059- 


■055 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


318575 
LIB3059- 


•055 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


318576 
LIB3059- 


■055' 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


318577 
LIB3059- 


055' 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


318578 
LIB3059- 


055' 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


318579 
LIB3059- 


055' 


-Ql 


-Kl 


-D3 


Seq. 


No. 


318580 











45185 



Seq. 


ID 


LIB3059- 


055- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


318581 
LIB3059- 


055- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


318582 
LIB3059- 


055- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


318583 
LIB3059- 


055- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 
ID 


318584 
LIB3059- 


■OSS- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


318585 
LIB3059- 


OSS- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


318586 
LIB3059- 


055- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


318587 
LIB3059- 


■055- 


-Ql- 


-Kl' 


-Fl 


Seq. 
Seq. 


No. 
ID 


318588 
LIB3059- 


•055' 


-Ql' 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


318589 
LIB3059- 


■055' 


-Ql- 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


318590 
LIB3059- 


•055 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


318591 
LIB3059- 


-055 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


318592 
LIB3059- 


-055 


-Ql 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


318593 
LIB3059- 


-055 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


318594 
LIB3059- 


-055 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


318595 
LIB3059- 


-055 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


318596 
LIB3059- 


-055 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


318597 
LIBJOo 9- 


/ICC 
■033 


-Ql 


-Kl 


—rib 


Seq. 
Seq. 


No. 

ID 


318598 
LIB3059- 


•055 


-Ql 


-Kl 


-H7 


Seq. 


No. 


318599 











4518 




Seq. 


ID 


LIB3059- 


055' 


-Ql' 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


318600 
LIB3059- 


055- 


-Ql' 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


318601 
LIB3059- 


056- 


-Ql' 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


318602 
LIB3059- 


•056- 


-Ql 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


318603 
LIB3059- 


•056' 


-Ql' 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


318604 
LIB3059- 


•056' 


-Ql 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


318605 
LIB3059- 


■056' 


-Ql 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


318606 
LIB3059- 


•056 


-Ql 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


318607 
LIB3059- 


■056 


-Ql 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


318608 
LIB3059- 


•056 


-Ql 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


318609 
LIB3059- 


■056 


-Ql 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


318610 
LIB3059- 


■056 


-Ql 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


318611 
LIB3059- 


■056 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


318612 
LIB3059- 


■056 


-Ql 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


318613 
LIB3059- 


■056 


-Ql 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


318614 
LIB3059- 


•056 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


318615 
LIB3059- 


■056 


-Ql 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


318616 
LIB3059- 


•056 


-Ql 


-Kl- 


-E5 


Seq. 
Seq. 


No. 
ID 


318617 
LIB3059- 


■056 


-Ql 


-Kl- 


-E6 


Seq. 


No. 


318618 











45187 



Seq. 


ID 


LIB3059- 


■056 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


318619 
LIB3059- 


056 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


318620 
LIB3059- 


056 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


318621 
LIB3059- 


056 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


318622 
LIB3059- 


056 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 
ID 


318623 
LIB3059- 


056 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


318624 
LIB3059- 


■056 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


318625 
LIB3059- 


056 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


318626 
LIB3059- 


■056 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


318627 
LIB3059- 


■056 


-Ql- 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


318628 
LIB3059- 


: 057 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


318629 
LIB3059- 


■057 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


318630 
LIB3059- 


■057 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


318631 
LIB3059- 


057 


-Ql- 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


318632 
LIB3059- 


■057 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


318633 
LIB3059- 


■057 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


318634 
LIB3059- 


•057 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


318635 
LIB3059- 


•057 


-Ql- 


-Kl- 


-37 


Seq. 
Seq. 


No. 

ID 


318636 
LIB3059- 


■057 


-Ql- 


-Kl- 


-B8 


Seq. 


No. 


318637 











45188 



Seq. 


ID 


LIB3059- 


■057 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


318638 
LIB3059- 


-057 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


318639 
LIB3059- 


■057 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


318640 
LIB3059- 


■057 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


318641 
LIB3059- 


•057 


-Ql 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


318642 
LIB3059- 


•057 


-Ql 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


318643 
LIB3059- 


•057 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


318644 
LIB3059- 


■057 


-Ql 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


318645 
LIB3059- 


■057 


-Ql 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


318646 
LIB3059- 


■057 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


318647 
LIB3059- 


■057 


-Ql 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


318648 
LIB3059- 


■057 


-Ql' 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


318649 
LIB3059- 


057 


-Ql' 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


318650 
LIB3059- 


057 


-Ql. 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


318651 
LIB3059- 


057 


-Ql' 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


318652 
LIB3059- 


057 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


318653 
LIB3059- 


057' 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


318654 
LIB3059- 


057' 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 
ID 


318655 
LIB3059- 


057- 


-Ql- 


-Kl- 


-G2 


Seq. 


No. 


318656 











45189 



Seq. 


ID 


LIB3059- 


■057 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


318657 
LIB3059- 


■057 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


318658 
LIB3059- 


057 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


318659 
LIB3059- 


057 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


318660 
LIB3059- 


057 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


318661 
LIB3059- 


057 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


318662 
LIB3059- 


058 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


318663 
LIB3059- 


058 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


318664 
LIB3059- 


058 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


318665 
LIB3059- 


058 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


318666 
LIB3059- 


058 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


318667 
LIB3059- 


058 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


318668 
LIB3059- 


058 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


318669 
LIB3059- 


058 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


318670 
LIB3059- 


058 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


318671 
LIB3059- 


058 


-Ql 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


318672 
LIB3059- 


058 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


318673 
LIB3059- 


058 


-Ql 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


318674 
LIB3059- 


058 


-Ql 


-Kl- 


-D7 


Seq. 


No. 


318675 
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Seq. ID LIB3059-058-Q1-K1-E6 

Seq. No. 318676 

Seq. ID LIB3059-058-Q1-K1-E9 

Seq. No. 318677 

Seq. ID LIB3059-058-Q1-K1-F11 

Seq. No. 318678 

Seq. ID LIB3059-058-Q1-K1-F12 

Seq. No. 318679 

Seq. ID LIB3059-058-Q1-K1-F7 

Seq. No. 318680 

Seq. ID LIB3059-058-Q1-K1-F8 

Seq. No. 318681 

Seq. ID LIB3059-058-Q1-K1-F9 

Seq. No. 318682 

Seq. ID LIB3059-058-Q1-K1-G1 

Seq. No. 318683 

Seq. ID LIB3059-058-Q1-K1-G10 

Seq. No. 318684 

Seq. ID LIB3059-058-Q1-K1-G2 

Seq. No. 318685 

Seq. ID LIB3059-058-Q1-K1-G6 

Seq. No. 318686 

Seq. ID LIB3059-058-Q1-K1-G7 

Seq. No. 318687 

Seq. ID LIB3059-058-Q1-K1-G8 

Seq. No. 318688 

Seq. ID LIB3059-058-Q1-K1-H3 

Seq. No. 318689 

Seq. ID LIB3059-059-Q1-K1-A1 

Seq. No. 318690 

Seq. ID LIB3059-059-Q1-K1-A10 

Seq. No. 318691 

Seq. ID LIB3059-059-Q1-K1-A3 

Seq. No. 318692 

Seq. ID LIB3059-059-Q1-K1-A4 

Seq. No. 318693 

Seq. ID LIB3059-059-Q1-K1-A5 

Seq. No. 318694 



45191 



Seq. 


ID 


LIB3059- 


059- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


318695 
LIB3059- 


059- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


318696 
LIB3059- 


059- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


318697 
LIB3059- 


059- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


318698 
LIB3059- 


059- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


318699 
LIB3059- 


059- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


318700 
LIB3059- 


059- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


318701 
LIB3059- 


■059- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


318702 
LIB3059- 


■059- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


318703 
LIB3059- 


-059- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


318704 
LIB3059- 


-059 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


318705 
LIB3059- 


-059 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 
ID 


318706 
LIB3059- 


-059 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


318707 
LIB3059- 


-059 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


318708 
LIB3059- 


-059 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


318709 
LIB3059- 


-059 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


318710 
LIB3059- 


-059 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


318711 
LIB3059- 


-059 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 
ID 


318712 
LIB3059- 


-059 


-Ql 


-Kl 


-F5 


Seq. 


No. 


318713 











45192 



Seq. ID LIB3059-059-Q1-K1-F8 

Seq. No. 318714 

Seq. ID LIB3059-059-Q1-K1-G10 

Seq. No. 318715 

Seq. ID LIB3059-059-Q1-K1-G12 

Seq. No. 318716 

Seq. ID LIB3059-059-Q1-K1-G2 

Seq. No. 318717 

Seq. ID LIB3059-059-Q1-K1-G5 

Seq. No. 318718 

Seq. ID LIB3059-059-Q1-K1-H11 

Seq. No. 318719 

Seq. ID LIB3059-059-Q1-K1-H2 

Seq. No. 318720 

Seq. ID LIB3059-059-Q1-K1-H4 

Seq. No. 318721 

Seq. ID LIB3059-059-Q1-K1-H7 

Seq. No. 318722 

Seq. ID LIB3059-060-Q1-K1-A2 

Seq. No. 318723 

Seq. ID LIB3059-060-Q1-K1-A4 

Seq. No. 318724 

Seq. ID LIB3059-060-Q1-K1-B12 

Seq. No. 318725 

Seq. ID LIB3059-060-Q1-K1-B4 

Seq. No. 318726 

Seq. ID LIB3059-060-Q1-K1-B6 

Seq. No. 318727 

Seq. ID LIB3059-060-Q1-K1-B7 

Seq. No. 318728 

Seq. ID LIB3059-060-Q1-K1-B9 

Seq. No. 318729 

Seq. ID LIB3059-060-Q1-K1-C4 

Seq. No. 318730 

Seq. ID LIB3059-060-Q1-K1-D2 

Seq. No. 318731 

Seq. ID LIB3059-060-Q1-K1-D4 

Seq. No. 318732 



451 



Seq. 


ID 


LIB3059- 


-060 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


318733 
LIB3059- 


-060 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


318734 
LIB3059- 


-060 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


318735 
LIB3059- 


-060 


-Ql' 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


318736 
LIB3059- 


■060- 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


318737 
LIB3059- 


-060' 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 
ID 


318738 
LIB3059- 


•060' 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


318739 
LIB3059- 


-060- 


-Ql' 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


318740 
LIB3059- 


■060- 


-Ql- 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


318741 
LIB3059- 


■060- 


-Ql- 


-Kl' 


-F5 


Seq. 
Seq. 


No. 

ID 


318742 
LIB3059- 


■060- 


-Ql- 


-Kl' 


-F9 


Seq. 
Seq. 


No. 

ID 


318743 
LIB3059- 


■060- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


318744 
LIB3059- 


■060- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


318745 
LIB3059- 


•060- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


318746 
LIB3059- 


060- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


318747 
LIB3059- 


060- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 
ID 


318748 
LIB3059- 


060- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


318749 
LIB3059- 


060- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


318750 
LIB3060- 


001- 


-Ql- 


-Kl- 


-A10 


Seq. 


No. 


318751 











45194 



Seq. 


ID 


LIB3060- 


•001 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No, 

ID 


318752 
LIB3060- 


•001 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


318753 
LIB3060- 


■001 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


318754 
LIB3060- 


■001 


-Ql 


-K2 


-A12 


Seq. 
Seq. 


No. 

ID 


318755 
LIB3060- 


■001 


-Ql 


-K2 


-Bll 


Seq. 
Seq. 


No. 

ID 


318756 
LIB3060- 


■001 


-Ql 


-K2 


-C3 


Seq. 
Seq. 


No. 

ID 


318757 
LIB3060- 


■001 


-Ql 


-K2 


-C6 


Seq. 
Seq. 


No. 

ID 


318758 
LIB3060- 


■001 


-Ql 


-K2 


-C8 


Seq. 
Seq. 


No. 

ID 


318759 
LIB3060- 


■001 


-Ql 


-K2 


-Dl 


Seq. 
Seq. 


No. 

ID 


318760 
LIB3060- 


■001 


-Ql 


-K2 


-E4 


Seq. 
Seq. 


No. 

ID 


318761 
LIB3060- 


■001 


-Ql 


-K2 


-F6 


Seq. 
Seq. 


No. 

ID 


318762 
LIB3060- 


001 


-Ql' 


-K2 


-G2 


Seq. 
Seq. 


No. 

ID 


318763 
LIB3060- 


001 


-Ql' 


-K2- 


-G7 


Seq. 
Seq. 


No. 

ID 


318764 
LIB3060- 


001 


-Ql' 


-K2- 


-Hll 


Seq. 
Seq. 


No. 

ID 


318765 
LIB3060- 


001' 


-Ql- 


-K2- 


-H6 


Seq. 
Seq. 


No. 

ID 


318766 
LIB3060- 


001- 


-Ql- 


-K2- 


-H7 


Seq. 
Seq. 


No. 

ID 


318767 
LIB3060- 


002- 


-Ql- 


-K2- 


-A3 


Seq. 
Seq. 


No. 

ID 


318768 
LIB3060- 


002- 


-Ql- 


-K2- 


-B2 


Seq. 
Seq. 


No. 

ID 


318769 
LIB3060- 


002- 


-Ql- 


-K2- 


-B9 


Seq. 


No. 


318770 











45195 



Seq. 


ID 


LIB3060- 


•002 


-Ql 


-K2 


-C2 


Seq. 
Seq. 


No. 

ID 


318771 
LIB3060- 


•002 


-Ql 


-K2 


-C4 


Seq. 
Seq. 


No. 

ID 


318772 
LIB3060- 


002 


-Ql 


-K2 


-C9 


Seq. 
Seq. 


No. 

ID 


318773 
LIB3060- 


■002 


-Ql 


-K2 


-Dl 


Seq. 
Seq. 


No. 

ID 


318774 
LIB3060- 


■002 


-Ql 


-K2 


-Ell 


Seq. 
Seq. 


No. 

ID 


318775 
LIB3060- 


■002 


-Ql 


-K2 


-Fl 


Seq. 
Seq. 


No. 

ID 


318776 
LIB3060- 


■002 


-Ql 


-K2 


-Fll 


Seq. 
Seq. 


No. 

ID 


318777 
LIB3060- 


■002 


-Ql 


-K2 


-F6 


Seq. 
Seq. 


No. 

ID 


318778 
LIB3060- 


■002 


-Ql 


-K2- 


-F9 


Seq. 
Seq. 


No. 

ID 


318779 
LIB3060- 


■002 


-Ql 


-K2 


-HI 


Seq. 
Seq. 


No. 

ID 


318780 
LIB3060- 


002 


-QL 


-K2 


-H6 


Seq. 
Seq. 


No. 

ID 


318781 
LIB3060- 


002 


-Ql' 


-K2- 


-H7 


Seq. 
Seq. 


No. 
ID 


318782 
LIB3060- 


■003 


-Ql' 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


318783 
LIB3060- 


003' 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


318784 
LIB3060- 


003' 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


318785 
LIB3060- 


003- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


318786 
LIB3060- 


003- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


318787 
LIB3060- 


003- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


318788 
LIB3060- 


003- 


-Ql- 


-Kl- 


-C6 


Seq. 


No. 


318789 











Seq. 


ID 


LIB3060 


-003 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


318790 
LIB3060 


-003 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


318791 
LIB3060 


-003 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


318792 
LIB3060 


-003 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


318793 
LIB3060 


-003 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


318794 
LIB3060 


-003 


-Ql' 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


318795 
LIB3060' 


-003- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


318796 
LIB3060- 


-004' 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


318797 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


318798 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


318799 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


318800 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


318801 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


318802 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


318803 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


318804 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


318805 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


318806 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


318807 
LIB3060- 


-004- 


-Ql- 


-Kl- 


-E10 


Seq. 


No. 


318808 











45197 



Seq. ID LIB3060-004-Q1-K1-E2 

Seq. No. 318809 

Seq. ID LIB3060-004-Q1-K1-E9 

Seq. No. 318810 

Seq. ID LIB3060-004-Q1-K1-F1 

Seq. No. 318811 

Seq. ID LIB3060-004-Q1-K1-F10 

Seq. No. 318812 

Seq. ID LIB3060-004-Q1-K1-F12 

Seq. No. 318813 

Seq. ID LIB3060-004-Q1-K1-F5 

Seq. No. 318814 

Seq. ID LIB3060-004-Q1-K1-G1 

Seq. No. 318815 

Seq. ID LIB3060-004-Q1-K1-G10 

Seq. No. 318816 

Seq. ID LIB3060-004-Q1-K1-G3 

Seq. No. 318817 

Seq. ID LIB3060-004-Q1-K1-H1 

Seq. No. 318818 

Seq. ID LIB3060-004-Q1-K1-H10 

Seq. No. 318819 

Seq. ID LIB3060-004-Q1-K1-H11 

Seq. No. 318820 

Seq. ID LIB3060-004-Q1-K1-H12 

Seq. No. 318821 

Seq. ID LIB3060-004-Q1-K1-H3 

Seq. No. 318822 

Seq. ID LIB3060-004-Q1-K1-H5 

Seq. No. 318823 

Seq. ID LIB3060-004-Q1-K1-H6 

Seq. No. 318824 

Seq. ID LIB3060-004-Q1-K1-H8 

Seq. No. 318825 

Seq. ID LIB3060-004-Q1-K1-H9 

Seq. No. 318826 

Seq. ID LIB3060-005-Q1-K1-A7 

Seq. No. 318827 



45198 



# 



Seq. 


ID 


LIB3060 


-005 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


318828 
LIB3060 


-005 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


318829 
LIB3060 


-005 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


318830 
LIB3060 


-005 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


318831 
LIB3060 


-005 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


318832 
LIB3060 


-005 


-Ql 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


318833 
LIB3060 


-005 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


318834 
LIB3060 


-005 


-Ql 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


318835 
LIB3060 


-005 


-Ql 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


318836 
LIB3060 


-005-Q1 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


318837 
LIB3060 


-005 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


318838 
LIB3060' 


-005 


-Ql 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


318839 
LIB3060- 


-005 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


318840 
LIB3060- 


-005 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


318841 
LIB3060- 


-005- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


318842 
LIB3060- 


-005' 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 
ID 


318843 
LIB3060- 


-005- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 
ID 


318844 
LIB3060- 


-005- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


318845 
LIB3060- 


-005- 


-Ql- 


-Kl- 


-H3 


Seq. 


No. 


318846 











45199 



Seq. 


ID 


LIB3060- 


■005 


-Ql 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


318847 
LIB3060- 


■005 


-Ql 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


318848 
LIB3060- 


•006 


-Ql 


-Kl' 


-A10 


Seq. 
Seq. 


No. 

ID 


318849 
LIB3060- 


•006 


-Ql 


-Kl' 


-A4 


Seq. 
Seq. 


No. 

ID 


318850 
LIB3060- 


■006 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


318851 
LIB3060- 


■006 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


318852 
LIB3060- 


■006 


-Ql 


-Kl' 


-B6 


Seq. 
Seq. 


No. 
ID 


318853 
LIB3060- 


■006 


-Ql 


-Kl' 


-C12 


Seq. 
Seq. 


No. 

ID 


318854 
LIB3060- 


■006 


-Ql 


-Kl' 


-C3 


Seq. 
Seq. 


No. 

ID 


318855 
LIB3060- 


■006 


-Ql 


-Kl' 


-C4 


Seq. 
Seq. 


No. 
ID 


318856 
LIB3060- 


■006- 


-Ql 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


318857 
LIB3060- 


•006- 


-Ql 


-Kl- 


-C6 


Seq. 
Seq. 


No. 
ID 


318858 
LIB3060- 


■006' 


-Ql 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


318859 
LIB3060- 


■006' 


-Ql 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


318860 
LIB3060- 


■006' 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


318861 
LIB3060- 


006' 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


318862 
LIB3060- 


006- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


318863 
LIB3060- 


006- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


318864 
LIB3060- 


006- 


-Ql- 


-Kl- 


-F3 


Seq. 


No. 


318865 











45200 



Seq. 


ID 


LIB3060- 


006- 


-Ql- 


■Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


318866 
LIB3060- 


006- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


318867 
LIB3060- 


006- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


318868 
LIB3060- 


006- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


318869 
LIB3060- 


•006- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


318870 
LIB3060- 


■006- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


318871 
LIB3060- 


■006- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


318872 
LIB3060- 


•006- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


318873 
LIB3060- 


■006- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


318874 
LIB3060- 


■006- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


318875 
LIB3060- 


■006- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


318876 
LIB3060- 


-007 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


318877 
LIB3060- 


-007 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


318878 
LIB3060- 


-007 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


318879 
LIB3060- 


-007 


-Ql' 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


318880 
LIB3060- 


-007 


-Ql 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


318881 
LIB3060- 


-007 


-Ql 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 
ID 


318882 
LIB3060- 


-007 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


318883 
LIB3060- 


-007 


-Ql 


-Kl 


-E7 


Seq. 


No. 


318884 











45201 



Seq, 


ID 


LIB3060- 


007- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


318885 
LIB3060- 


007- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


318886 
LIB3060- 


007- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq, 


No. 

ID 


318887 
LIB3060- 


007- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


318888 
LIB3060- 


007- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


318889 
LIB3060- 


■007- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


318890 
LIB3060- 


■008- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


318891 
LIB3060- 


■008- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


318892 
LIB3060- 


■008- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


318893 
LIB3060- 


■008- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


318894 
LIB3060- 


-008- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


318895 
LIB3060- 


-008- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


318896 
LIB3060- 


-008' 


-Ql' 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


318897 
LIB3060- 


-008 


-Ql' 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


318898 
LIB3060- 


-008 


-Ql 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


318899 
LIB3060- 


-008 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


318900 
LIB3060- 


-009 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


318901 
LIB3060- 


-009 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


318902 
LIB3060- 


-009 


-Ql 


-Kl' 


-CI 


Seq. 


No. 


318903 
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Seq. 


ID 


LIB3060 


-009- 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


318904 
LIB306O 


-009- 


-Ql 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


318905 
LIB3060' 


-009- 


-Ql 


-Kl' 


-D4 


Seq. 
Seq. 


No. 

ID 


318906 
LIB3060' 


-009- 


-Ql 


-Kl' 


-E2 


Seq. 
Seq. 


No. 

ID 


318907 
LIB3060' 


-009' 


-Ql 


-Kl' 


-E4 


Seq. 
Seq. 


No. 

ID 


318908 
LIB3060' 


-009- 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 
ID 


318909 
LIB3060 


-009- 


-Ql 


-Kl' 


-G2 


Seq. 
Seq. 


No. 

ID 


318910 
LIB3060 


-010- 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


318911 
LIB3060 


-010- 


-Ql 


-Kl' 


-A9 


Seq. 
Seq. 


No. 

ID 


318912 
LIB3060 


-010' 


-Ql 


-Kl' 


-B9 


Seq. 
Seq. 


No. 

ID 


318913 
LIB3060 


-010' 


-Ql 


-Kl' 


-CI 


Seq. 
Seq. 


No. 

ID 


318914 
LIB3060 


-010' 


-Ql 


-Kl' 


-C12 


Seq. 
Seq. 


No. 
ID 


318915 
LIB3060' 


-010' 


-Ql 


-Kl' 


-C9 


Seq. 
Seq. 


No. 
ID 


318916 
LIB3060 


-010' 


-Ql 


-Kl' 


-Ell 


Seq. 
Seq. 


No. 
ID 


318917 
LIB3060' 


-010- 


-Ql 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


318918 
LIB3060' 


-010- 


-Ql 


-Kl' 


-F12 


Seq. 
Seq. 


No. 

ID 


318919 
LIB3060' 


-010- 


-Ql 


-Kl' 


-F5 


Seq. 
Seq. 


No. 

ID 


318920 
LIB3060' 


-010- 


-Ql' 


-Kl' 


-Gl 


Seq. 
Seq. 


No. 

ID 


318921 
LIB3060- 


-010- 


-Ql' 


-Kl' 


-G2 


Seq. 


No. 


318922 
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Seq. 


ID 


LIB3060- 


010- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


318923 
LIB3060- 


■010- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 
ID 


318924 
LIB3060- 


010- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


318925 
LIB3060- 


■010- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


318926 
LIB3060- 


•010' 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


318927 
LIB3060- 


010' 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


318928 
LIB3060- 


■010 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


318929 
LIB3060- 


■Oil 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


318930 
LIB3060- 


■011 


-Ql' 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


318931 
LIB3060- 


■011- 


-Ql' 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


318932 
LIB3060- 


■Oil- 


-Ql 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


318933 
LIB3060- 


■011 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


318934 
LIB3060- 


■011 


-Ql 


-Kl' 


-F2 


Seq. 
Seq. 


No. 

ID 


318935 
LIB3060- 


■011' 


-Ql 


-Kl' 


-F7 


Seq. 
Seq. 


No. 

ID 


318936 
LIB3060- 


■011' 


-Ql 


-Kl' 


-G3 


Seq. 
Seq. 


No. 

ID 


318937 
LIB3060- 


■011' 


-Ql 


-Kl' 


-G4 


Seq. 
Seq. 


No. 

ID 


318938 
LIB3060- 


■011- 


-Ql 


-Kl' 


-G7 


Seq. 
Seq. 


No. 

ID 


318939 
LIB3060- 


■011- 


-Ql 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


318940 
LIB3060- 


■012' 


-Ql' 


-Kl 


-A8 


Seq. 


No. 


318941 











45204 



Seq. 


ID 


LIB3060- 


012 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


318942 
LIB3060- 


012 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


318943 
LIB3060- 


■012- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


318944 
LIB3060- 


■012- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


318945 
LIB3060- 


012 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


318946 
LIB3060- 


•012 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


318947 
LIB3060- 


•012 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


318948 
LIB3060- 


•012 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


318949 
LIB3060- 


■012 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


318950 
LIB3060- 


■012 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


318951 
LIB3060- 


■012 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


318952 
LIB3060- 


•012 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


318953 
LIB3060- 


•012 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 
ID 


318954 
LIB3060- 


■012 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


318955 
LIB3060- 


■013 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


318956 
LIB3060- 


•013 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


318957 
LIB3060- 


■013 


-Ql 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


318958 
LIB3060- 


•013 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


318959 
LIB3060- 


■013 


-Ql- 


-Kl- 


-E10 


Seq. 


No. 


318960 











45205 



Seq. 


ID 


LIB3060- 


013- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


318961 
LIB3060- 


013- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


318962 
LIB3060- 


013- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 
ID 


318963 
LIB3060- 


013- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


318964 
LIB3060- 


013- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


318965 
LIB3060- 


■013- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


318966 
LIB3060- 


■013- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


318967 
LIB3060- 


■013 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


318968 
LIB3060- 


•014 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


318969 
LIB3060- 


■014 


-QL 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


318970 
LIB3060- 


■014 


-Ql' 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


318971 
LIB3060- 


■014 


-Ql' 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


318972 
LIB3060- 


■014 


-Ql 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


318973 
LIB3060- 


•014 


-Ql 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


318974 
LIB3060- 


•014 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


318975 
LIB3060- 


•014 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


318976 
LIB3060- 


■015 


-Ql' 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


318977 
LIB3060- 


•015 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


318978 
LIB3060- 


•015 


-Ql 


-Kl 


-A3 


Seq. 


No. 


318979 











45206 



Seq. 


ID 


LIB3060- 


015- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


318980 
LIB3060- 


015- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


318981 
LIB3060- 


015- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


318982 
LIB3060- 


015- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


318983 
LIB3060- 


015- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 
ID 


318984 
LIB3060- 


■015- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


318985 
LIB3060- 


■015- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


318986 
LIB3060- 


■015- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 
ID 


318987 
LIB3060- 


•015- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


318988 
LIB3060- 


•015- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 
ID 


318989 
LIB3060- 


■015- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


318990 
LIB3060- 


-015 


-Ql' 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


318991 
LIB3060- 


-015' 


-Ql' 


-Kl 


-E5 


Seq. 
Seq. 


No. 
ID 


318992 
LIB3060- 


-015 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


318993 
LIB3060- 


-015 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


318994 
LIB3060- 


-015 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


318995 
LIB3060- 


-016 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


318996 
LIB3060- 


-016 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


318997 
LIB3060- 


-016 


-Ql 


-Kl 


-Bll 


Seq. 


No. 


318998 











452 




Seq. 


ID 


LIB3060- 


-016- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


318999 
LIB3060- 


-016' 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


319000 
LIB3060- 


-016- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


319001 
LIB3060- 


-016- 


-Ql' 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


319002 
LIB3060- 


-016' 


-Ql' 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


319003 
LIB3060- 


-016 


-Ql' 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 
ID * 


319004 
LIB3060 


-016' 


-QL 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


319005 
LIB3060' 


-016 


-Ql 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


319006 
LIB3060' 


-016 


-Ql' 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


319007 
LIB3060 


-016 


-Ql 


-Kl' 


-G2 


Seq. 
Seq. 


No. 

ID 


319008 
LIB3060' 


-016 


-Ql 


-Kl' 


-H2 


Seq. 
Seq. 


No. 

ID 


319009 
LIB3060 


-016 


-Ql 


-Kl' 


-H3 


Seq. 
Seq. 


No. 

ID 


319010 
LIB3060 


-017 


-Ql 


-Kl' 


-A12 


Seq. 
Seq. 


No. 

ID 


319011 
LIB3060' 


-017 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


319012 
LIB3060 


-017 


-Ql' 


-Kl' 


-A7 


Seq. 
Seq. 


No. 

ID 


319013 
LIB3060 


-017 


-Ql' 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


319014 
LIB3060- 


-017 


-Ql' 


-Kl 


-B3 


Seq. 
Seq. 


No. 
ID 


319015 
LIB3060- 


-017' 


-Ql. 


-Kl' 


-B5 


Seq. 
Seq. 


No. 

ID 


319016 
LIB3060- 


-017' 


-Ql' 


-Kl- 


-Cll 


Seq. 


No. 


319017 











45208 



Seq. 


ID 


LIB3060- 


■017 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


319018 
LIB3060- 


■017 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


319019 
LIB3060- 


■017 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


319020 
LIB3060- 


■017 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 
ID 


319021 
LIB3060- 


■017 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


319022 
LIB3060- 


■017 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


319023 
LIB3060- 


■017 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


319024 
LIB3060- 


■017 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


319025 
LIB3060- 


■017 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


319026 
LIB3060- 


■017 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


319027 
LIB3060- 


■017 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


319028 
LIB3060- 


■017 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


319029 
LIB3060- 


■017' 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


319030 
LIB3060- 


■017 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 
ID 


319031 
LIB3060- 


■017 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 
ID 


319032 
LIB3060- 


■017 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 
ID 


319033 
LIB3060- 


■018 


-Ql 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


319034 
LIB3060- 


■018' 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


319035 
LIB3060- 


•018- 


-Ql- 


-Kl- 


-A9 


Seq. 


No. 


319036 











45209 



Seq. 


ID 


LIB3060- 


018- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


319037 
LIB3060- 


018- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


319038 
LIB3060- 


018- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


319039 
LIB3060- 


018- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


319040 
LIB3060- 


018- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


319041 
LIB3060- 


■018- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


319042 
LIB3060- 


•018- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


319043 
LIB3060- 


•018- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


319044 
LIB3060- 


■018- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


319045 
LIB3060- 


■018- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 
ID 


319046 
LIB3060- 


•019- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


319047 
LIB3060- 


■019- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 
ID 


319048 
LIB3060- 


-019 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


319049 
LIB3060- 


■019' 


-Ql- 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


319050 
LIB3060- 


-019 


-Ql- 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


319051 
LIB3060- 


-019 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 
ID 


319052 
LIB3060- 


-019 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


319053 
LIB3060- 


-019 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


319054 
LIB3060- 


-019 


-Ql 


-Kl 


-Fl 


Seq. 


No. 


319055 











45210 



Seq. 


ID 


LIB3060- 


-019- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 
ID 


319056 
LIB3060- 


-019- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


319057 
LIB3060- 


-019- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq* 


No. 

ID 


319058 
LIB3060- 


-019- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


319059 
LIB3060- 


-019- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


319060 
LIB3060- 


-019- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


319061 
LIB3060- 


-019- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


319062 
LIB3060- 


-020- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


' 319063 
LIB3060- 


-020- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


319064 
LIB3060- 


-020- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


319065 
LIB3060' 


-020' 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


319066 
LIB3060 


-020 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No, 

ID 


319067 
LIB3060 


-020 


-Ql 


-Kl' 


-E3 


Seq. 
Seq. 


No. 

ID 


319068 
LIB3060 


-020 


-Ql- 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


319069 
LIB3060 


-020 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


319070 
LIB3060 


-020 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 
ID 


319071 
LIB3060 


-020 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


NO. 

ID 


319072 
LIB3060 


-020 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


319073 
LIB3060 


-020 


-Ql 


-Kl 


-G12 


Seq. 


No. 


319074 











45211 



Seq. 


ID 


LIB3060- 


020- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


319075 
LIB3060- 


020- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 
ID 


319076 
LIB3060- 


020- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


319077 
LIB3060- 


020- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 
ID 


319078 
LIB3060- 


021- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 
ID 


319079 
LIB3060- 


021- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


319080 
LIB3060- 


■021- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


319081 
LIB3060- 


021- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


319082 
LIB3060- 


■021- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 
ID 


319083 
LIB3060- 


•021 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 
ID 


319084 
LIB3060- 


■021 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


319085 
LIB3060- 


■021 


-Ql 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


319086 
LIB3060- 


■021 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


319087 
LIB3060- 


■021 


-Ql 


-Kl' 


-F2 


Seq. 
Seq. 


No. 

ID 


319088 
LIB3060- 


-021 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


NO. 

ID 


319089 
LIB3060- 


-021 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 
ID 


319090 
LIB3060- 


-021 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 
ID 


319091 
LIB3060- 


-021 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 
ID 


319092 
LIB3060- 


-021 


-Ql 


-Kl 


-H2 


Seq. 


No. 


319093 











45212 



Seq. 


ID 


LIB3060- 


021- 


-Ql- 


■Kl- 


■H4 


Seq. 
Seq. 


No. 

ID 


319094 
LIB3060- 


■021- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


319095 
LIB3060- 


022- 


-Ql- 


■Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


319096 
LIB3060- 


•022- 


-Ql- 


■Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


319097 
LIB3060- 


■022- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


319098 
'LIB3060- 


■022- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No.' 
ID 


319099 
LIB3060- 


■022- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


319100 
LIB3060- 


•022- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


319101 
LIB3060- 


-022- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


319102 
LIB3060- 


-022- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


319103 
LIB3060- 


-022- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 
ID 


319104 
LIB3060- 


-022- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


319105 
LIB3060- 


-022- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


319106 
LIB3060- 


-022' 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


319107 
LIB3060- 


-022 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


319108 
LIB3060- 


-022 


-Ql' 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


319109 
LIB3060- 


-022 


-Ql 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


319110 
LIB3060- 


-022 


-Ql 


-Kl' 


-G8 


Seq. 
Seq. 


No. 

ID 


319111 
LIB3060- 


-022 


-Ql 


-Kl 


-G9 


Seq. 


No. 


319112 











452 



Seq. 


ID 


LIB3060- 


022- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


319113 
LIB3060- 


023- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


319114 
LIB3060- 


023- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


319115 
LIB3060- 


023- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


319116 
LIB3060- 


■023- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


319117 
LIB3060- 


•023- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


319118 
LIB3060- 


■023- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


319119 
LIB3060- 


•023- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


319120 
LIB3060- 


■023- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


319121 
LIB3060- 


-023- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


319122 
LIB3060- 


-023- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


319123 
LIB3060- 


-023- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


319124 
LIB3060- 


-023- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


319125 
LIB3060- 


-023- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


319126 
LIB3060- 


-023' 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


319127 
LIB3060- 


-023 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


319128 
LIB3060- 


-023 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


319129 
LIB3060- 


-023 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


319130 
LIB3060- 


-023 


-Ql 


-Kl 


-H5 


Seq. 


No. 


319131 
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Seq. 


ID 


LIB3060- 


■023- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


319132 
LIB3060- 


•024- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


319133 
LIB3060- 


■024- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


319134 
LIB3060- 


■024- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


319135 
LIB3060- 


-024- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


319136 
LIB3060- 


-024- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


319137 
LIB3060- 


-024- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


319138 
LIB3060- 


-024- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


319139 
LIB3060- 


-024- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


319140 
LIB3060- 


-024- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


319141 
LIB3060- 


-024- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


319142 
LIB3060- 


-024- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


319143 
LIB3060- 


-024- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


319144 
LIB3060- 


-024- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


319145 
LIB3060- 


-025- 


-Ql' 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


319146 
LIB3060- 


-025' 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


319147 
LIB3060- 


-025 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


319148 
LIB3060- 


-025 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


319149 
LIB3060- 


-025 


-Ql 


-Kl 


-C10 


Seq. 


No. 


319150 











45215 



Seq. 


ID 


LIB3060- 


-025- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


319151 
LIB3060- 


-025- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


319152 
LIB3060- 


-025- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


319153 
LIB3060- 


-025- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


319154 
LIB3060- 


-025- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


319155 
LIB3060- 


-025- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


NO. 
ID 


319156 
LIB3060- 


-025- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


319157 
LIB3060- 


-025- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No/ 
ID 


319158 
LIB3060- 


-025- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


319159 
LIB3060' 


-025- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


319160 
LIB3060' 


-025- 


-Ql' 


-Kl' 


-F4 


Seq. 
Seq. 


No. 

ID 


319161 
LIB3060 


-025- 


-Ql 


-Kl' 


-F7 


Seq. 
Seq. 


No. 

ID 


319162 
LIB3060 


-025- 


-Ql 


-Kl' 


-G12 


Seq. 
Seq. 


No. 

ID 


319163 
LIB3060 


-026' 


-Ql 


-Kl' 


-A10 


Seq. 
Seq. 


No. 

ID 


319164 
LIB3060 


-026 


-Ql 


-Kl' 


-A12 


Seq. 
Seq. 


No. 

ID 


319165 
LIB3060 


-026 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


319166 
LIB3060 


-026 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


319167 
LIB3060 


-026 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


319168 
LIB3060 


-026 


-Ql 


-Kl 


-Fl 


Seq. 


No. 


319169 











45216 



Seq. 


ID 


LIB3060- 


026- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 
ID 


319170 
LIB3060- 


026- 


-Ql- 


■Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


319171 
LIB3060- 


026- 


-Ql- 


■Kl- 


-G8 


Seq. 
Seq. 


No. 
ID 


319172 
LIB3060- 


026- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


319173 
LIB3060- 


■026- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


319174 
LIB3060- 


■026- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


319175 
LIB3060- 


■026- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


319176 
LIB3060- 


•027- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


319177 
LIB3060- 


■027- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


319178 
LIB3060- 


-027' 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


319179 
LIB3060- 


-027 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


319180 
LIB3060- 


-027 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 
ID 


319181 
LIB3060- 


-027 


-QL 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


319182 
LIB3060- 


-027 


»Q1- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


319183 
LIB3060- 


-027 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


319184 
LIB3060- 


-027 


-Ql- 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


319185 
LIB3060- 


-027 


-Ql' 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


319186 
LIB3060- 


-027 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


319187 
LIB3060- 


-027 


-Ql 


-Kl- 


-D9 


Seq. 


No. 


319188 
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Seq. 


ID 


LIB3060- 


027- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


319189 
LIB3060- 


027- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


319190 
LIB3060- 


027- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


319191 
LIB3060- 


027- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


319192 
LIB3060- 


027- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


319193 
LIB3060- 


■027- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


319194 
LIB3060- 


■027' 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


319195 
LIB3060- 


■027' 


-Ql- 


-Kl- 


-H2 


Seq . 
Seq. 


NO. 

ID 


319196 
LIB3060- 


■027' 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


319197 
LIB3060- 


■027 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


319198 
LIB3060- 


-028 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


319199 
LIB3060- 


-028 


-Ql' 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


319200 
LIB3060- 


-028 


-Ql' 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


319201 
LIB3060- 


-028 


-Ql 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


319202 
LIB3060- 


-028 


-Ql 


-Kl' 


-B8 


Seq. 
Seq. 


No. 

ID 


319203 
LIB3060- 


-028 


-Ql 


-Kl' 


-C2 


Seq. 
Seq. 


No. 

ID 


319204 
LIB3060- 


-028 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


319205 
LIB3060- 


-028 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


319206 
LIB3060- 


-028 


-Ql 


-Kl 


-D4 


Seq. 


No. 


319207 











45218 



Seq. 


ID 


LIB3060- 


-028- 


-Ql- 


-Kl- 


-E2 


Seq; 
Seq. 


No. 

ID 


319208 
- LIB3060- 


-028- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


319209 
LIB3060- 


-028- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


319210 
LIB3060- 


-028- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


319211 
LIB3060- 


-028- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 
ID 


319212 
LIB3060- 


-028- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


319213 
LIB3060- 


-028- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


319214 
LIB3060- 


-029- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


319215 
LIB3060- 


-029- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


319216 
LIB3060- 


-029- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


319217 
LIB3060- 


-029- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


319218 
LIB3060- 


-029- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


319219 
LIB3060- 


-029- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


319220 
LIB3060 


-029- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


319221 
LIB3060 


-029' 


-Ql' 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


319222 
LIB3060 


-029 


-Ql' 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


319223 
LIB3060 


-029 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


319224 
LIB3060 


-029 


-Ql 


-Kl- 


-G7 


Seq. 
Seq. 


No. 
ID 


319225 
LIB3060 


-029 


-Ql 


-Kl 


-H8 


Seq. 


No. 


319226 
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Seq. 


ID 


LIB3060- 


-030- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


319227 
LIB3060- 


-030- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


319228 
LIB3060- 


-030- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 
ID 


319229 
LIB3060- 


-030- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


319230 
LIB3060- 


-030- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


319231 
LIB3060- 


-030- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


319232 
LIB3060- 


-030- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


319233 
LIB3060- 


-030- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


319234 
LIB3060- 


-030- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


319235 
LIB3060- 


-030- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


319236 
LIB3060- 


-030- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


319237 
LIB3060- 


-030' 


-Ql' 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


319238 
LIB3060 


-030' 


-Ql' 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


319239 
LIB3060 


-030 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


319240 
LIB3060 


-030 


-Ql' 


-Kl' 


-F4 


Seq. 
Seq. 


No. 

ID 


319241 
LIB3060 


-030 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


319242 
LIB3060 


-030 


-Ql 


-Kl' 


-HI 


Seq. 
Seq. 


No. 

ID 


319243 
LIB3060 


-030 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


319244 
LIB3060 


-030 


-Ql 


-Kl 


-H4 


Seq. 


No. 


319245 











45220 



Seq. 


ID 


LIB3060- 


030- 


-Ql- 


■Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


319246 
LIB3060- 


032- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


319247 
LIB3060- 


032- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 
ID 


319248 
LIB3060- 


032- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


319249 
LIB3060- 


■032- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


319250 
LIB3060- 


■032- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


NO. 
ID 


319251 
LIB3060- 


•032- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


319252 
LIB3060- 


■032- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID „ 


319253 
LIB3060- 


-032- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 
ID 


319254 
LIB3060- 


-032 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


319255 
LIB3060- 


-032 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


319256 
LIB3060- 


-032 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


319257 
LIB3060- 


-032 


-Ql- 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


319258 
LIB3060- 


-032 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


319259 
LIB3060- 


-032 


-Ql 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


319260 
LIB3060- 


-032 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 
ID 


319261 
LIB3060- 


-034 


-Ql 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


319262 
LIB3060- 


-034 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 
ID 


319263 
LIB3060- 


-034 


-Ql 


-Kl 


-B8 


Seq. 


No. 


319264 











45221 



Seq. 


ID 


LIB3060- 


034- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


319265 
LIB3060- 


034- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


319266 
LIB3060- 


034- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


319267 
LIB3060- 


■034- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


319268 
LIB3060- 


■034- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


319269 
LIB3060- 


■034- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


319270 
LIB3060- 


■034- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


319271 
LIB3060- 


-034- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


319272 
LIB3060- 


-034- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


319273 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


319274 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


319275 
LIB3060- 


-035' 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


319276 
LIB3060- 


■035- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


319277 
LIB3060- 


-035 


-Ql 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


319278 
LIB3060- 


-035 


-Ql 


-Kl' 


-B10 


Seq. 
Seq. 


No. 
ID 


319279 
LIB3060- 


-035 


-Ql 


-Kl' 


-B12 


Seq. 
Seq. 


No. 

ID 


319280 
LIB3060- 


-035 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


NO. 

ID 


319281 
LIB3060- 


-035 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


319282 
LIB3060- 


-035 


-Ql 


-Kl 


-B5 


Seq. 


No. 


319283 











45222 



Seq. 


ID 


LIB3060- 


-035- 


-Ql- 


■Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


319284 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


319285 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 
ID 


319286 
LIB3060- 


-035- 


-Ql- 


•Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


319287 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


319288 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


319289 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


319290 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


319291 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


319292 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


319293 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


319294 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


319295 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


319296 
LIB3060- 


-035- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


319297 
LIB3060- 


-035- 


-Ql- 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


319298 
LIB3060- 


-035 


-Ql- 


-Kl' 


-H7 


Seq. 
Seq. 


No. 
ID 


319299 
LIB3060' 


-036 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


319300 
LIB3060 


-036 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


319301 
LIB3060 


-036 


-Ql 


-Kl 


-Dll 


Seq. 


No. 


319302 











45223 



Seq. 


ID 


LIB3060- 


036- 


■Ql- 


■Kl- 


D3 


Seq. 
Seq. 


NO. 

ID 


319303 
LIB3060- 


036- 


■Ql- 


■Kl- 


•D8 


Seq. 
Seq. 


No. 
ID 


319304 
LIB3060- 


■036- 


-Ql- 


■Kl- 


•E10 


Seq. 
Seq. 


No. 

ID 


319305 
LIB3060- 


•036- 


-Ql- 


•Kl- 


■E7 


Seq. 
Seq. 


No. 

ID 


319306 
LIB3060- 


■036- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


319307 
LIB3060- 


■036- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


319308 
LIB3060- 


-036- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


319309 
LIB3060- 


-036- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


319310 
LIB3060- 


-036- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


319311 
LIB3060- 


-036- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


319312 
LIB3060- 


-036- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


319313 
LIB3060- 


-037- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


319314 
LIB3060- 


-037- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 
ID 


319315 
LIB3060- 


-037 


-Ql- 


-Kl- 


-A 9 


Seq. 
Seq. 


No. 

ID 


319316 
LIB3060- 


-037 


-Ql' 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


319317 
LIB3060- 


-037 


-Ql 


-Kl- 


-B12 


Seq. 
Seq. 


No. 
ID 


319318 
LIB3060 


-037 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


319319 
LIB3060 


-037 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


319320 
LIB3060 


-037 


-Ql 


-Kl 


-D12 


Seq. 


No. 


319321 











45224 



Seq. 


ID 


LIB3060- 


037- 


■Ql- 


■Kl- 


•D4 


Seq. 
Seq. 


No. 

ID 


319322 
LIB3060- 


037- 


•Ql- 


■Kl- 


■D9 


Seq. 
Seq. 


No. 

ID 


319323 
LIB3060- 


•037- 


-Ql- 


■Kl- 


•E10 


Seq. 
Seq. 


No. 

ID 


319324 
LIB3060- 


■037- 


-Ql- 


■Kl- 


■Ell 


Seq. 
Seq. 


No. 

ID 


319325 
LIB3060- 


■037- 


-Ql- 


-Kl- 


■E9 


Seq. 
Seq. 


No. 

ID 


319326 
LIB3060- 


-037- 


-Ql- 


■Kl- 


■Fll 


Seq. 
Seq. 


No. 
ID 


319327 
LIB3060- 


-037- 


-Ql- 


■Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


319328 
LIB3060- 


-037- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


319329 
LIB3060- 


-037- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


319330 
LIB3060- 


-037- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


319331 
LIB3060- 


-037- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


319332 
LIB3060- 


-037- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


319333 
LIB3060- 


-037- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


319334 
LIB3060- 


-037- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


319335 
LIB3060- 


-037 


-Ql' 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


319336 
LIB3060- 


-038 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


319337 
LIB3060- 


-038 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


319338 
LIB3060' 


-038 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


319339 
LIB3060 


-038 


-Ql 


-Kl 


-A6 


Seq. 


No. 


319340 











45225 




Seq. 


ID 


LIB3060- 


038- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


319341 
LIB3060- 


038- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


319342 
LIB3060- 


■038- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


319343 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


319344 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


319345 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


319346 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


319347 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


319348 
LIB3060- 


-038 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


319349 
LIB3060- 


-038 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


319350 
LIB3060- 


-038 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 
ID 


319351 
LIB3060- 


-038 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 
ID 


319352 
LIB3060- 


-038 


-Ql 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


319353 
LIB3060- 


-038 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


319354 
LIB3060- 


-038 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


319355 
LIB3060- 


-038 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


319356 
LIB3060 


-038 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


319357 
LIB3060 


-038 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


319358 
LIB3060 


-038 


-Ql 


-Kl 


-G2 


Seq. 


No. 


319359 











45226 



Seq. 


ID 


LIB3060- 


-038- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


319360 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


319361 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


319362 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


319363 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


319364 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


319365 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


319366 
LIB3060- 


-038- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


319367 
LIB3060- 


-039- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


319368 
LIB306O 


-039- 


-Ql' 


-Kl' 


-A6 


Seq. 
Seq. 


No. 

ID 


319369 
LIB3060- 


-039- 


-Ql' 


-Kl 


-Bll 


Seq. 
Seq. 


No. 
ID 


319370 
LIB3060' 


-039- 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


319371 
LIB3060 


-039- 


-Ql' 


-Kl' 


-B4 


Seq. 
Seq. 


No. 
ID 


319372 
LIB3060 


-039- 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


319373 
LIB3060 


-039- 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


319374 
LIB3060 


-039' 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


319375 
LIB3060 


-039- 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


319376 
LIB3060 


-039- 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


319377 
LIB3060 


-039' 


-Ql 


-Kl 


-C6 


Seq. 


No. 


319378 











45227 



Seq* 


ID 


LIB3060- 


-039- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 
ID 


319379 
LIB3060- 


-039- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


319380 
LIB3060- 


-039- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


319381 
LIB3060- 


-039- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


319382 
LIB3060- 


-039- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


319383 
LIB306O 


-039- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


319384 
LIB3060- 


-039- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


319385 
LIB3060- 


-039- 


-Ql- 


-Kl' 


-D7 


Seq. 
Seq. 


No. 

ID 


319386 
LIB3060- 


-039- 


-Ql- 


-Kl' 


-E10 


Seq. 
Seq. 


No. 
ID 


319387 
LIB3060- 


-039- 


-Ql' 


-Kl' 


-E12 


Seq. 
Seq. 


No. 
ID 


319388 
LIB3060' 


-039- 


-Ql' 


-Kl' 


-Fl 


Seq. 
Seq. 


No. 

ID 


319389 
LIB306O 


-039- 


-Ql' 


-Kl' 


-F10 


Seq. 
Seq. 


No. 

ID 


319390 
LIB3060 


-039- 


-Ql 


-Kl' 


-F12 


Seq. 
Seq. 


No. 
ID 


319391 
LIB3060 


-039' 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


319392 
LIB3060 


-039 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


319393 
LIB3060 


-039 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 
ID 


319394 
LIB3060 


-039 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


319395 
LIB3060 


-039 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


319396 
LIB3060 


-039 


-Ql 


-Kl 


-G10 


Seq. 


No. 


319397 











4522 



Seq. 


ID 


LIB3060- 


039- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


319398 
LIB3060- 


039- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


319399 
LIB3060- 


039- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


319400 
LIB3060- 


039- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


319401 
LIB3060- 


039- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


319402 
LIB3060- 


•039- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


NO. 

ID 


319403 
LIB3060- 


■039- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


319404 
LIB3060- 


■039- 


-Ql- 


-Kl- 


-H7 


S;eq. 
Seq. 


No. 

ID 


319405 
LIB3060- 


•040' 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


319406 
LIB3060- 


•040' 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 
ID 


319407 
LIB3060- 


-040' 


-Ql' 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


319408 
LIB3060- 


-040 


-Ql 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


319409 
LIB3060- 


-040 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


319410 
LIB3060- 


-040 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


319411 
LIB3060- 


-040 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


319412 
LIB3060- 


-040 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


319413 
LIB3060- 


-040 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


319414 
LIB3060- 


-040 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


319415 
LIB3060- 


-040 


-Ql 


-Kl 


-D3 


Seq. 


No. 


319416 











45229 



Seq. 


ID 


LIB3060- 


040- 


Ql- 


Kl- 


D4 


Seq. 
Seq. 


No. 

ID 


319417 
LIB3060- 


040- 


Ql- 


Kl- 


D7 


Seq. 
Seq. 


No. 

ID 


319418 
LIB3060- 


040- 


Ql- 


Kl- 


D9 


Seq. 
Seq. 


No. 

ID 


319419 
LIB3060- 


040- 


-Ql- 


■Kl- 


E2 


Seq. 
Seq. 


No. 
ID 


319420 
LIB3060- 


■040- 


-Ql- 


■Kl- 


■E5 


Seq. 
Seq. 


No. 

ID 


319421 
LIB3060- 


-040- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


319422 
LIB3060- 


-040- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


319423 
LIB3060- 


-040- 


-Ql- 


■Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


319424 
LIB3060- 


-040- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


319425 
LIB3060- 


-040- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


319426 
LIB3060- 


-040- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


319427 
LIB3060- 


-040- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


319428 
LIB3060- 


-040 


-Ql 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


319429 
LIB3060- 


-040 


-Ql 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


319430 
LIB3060 


-040 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


319431 
LIB3060 


-040 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


319432 
LIB3060 


-040 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


319433 
LIB3060 


-041 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


319434 
LIB3060 


-041 


-Ql 


-Kl 


-A8 


Seq. 


No. 


319435 











45230 



Seq. 


ID 


LIB3060- 


041- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


319436 
LIB3060- 


041- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


319437 
LIB3060- 


041- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


319438 
LIB3060- 


041- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


NO. 

ID 


319439 
LIB3060- 


041- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


319440 
LIB3060- 


041- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


319441 
LIB3060- 


■041- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


319442 
LIB3060- 


■041' 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


319443 
LIB3060- 


■041 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


319444 
LIB3060- 


■041' 


-Ql' 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


319445 
LIB3060- 


■041 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


319446 
LIB3060- 


■041 


-Ql. 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


319447 
LIB3060- 


-041 


-Ql 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


319448 
LIB3060- 


-041 


-Ql 


-Kl' 


-HI 


Seq. 
Seq. 


No. 
ID 


319449 
LIB3060- 


-042 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


319450 
LIB3060- 


■042 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


319451 
LIB3060- 


-042 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


319452 
LIB3060- 


-042 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


319453 
LIB3060- 


-042 


-Ql 


-Kl 


-B4 


Seq. 


No. 


319454 











45231 



Seq. 


ID 


LIB3060- 


042- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


319455 
LIB3060- 


042- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


319456 
LIB3060- 


042- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


319457 
LIB3060- 


042- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 
ID 


319458 
LIB3060- 


■042- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


319459 
LIB3060- 


■042- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


319460 
LIB3060- 


•042- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


319461 
LIB3060- 


■042- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


319462 
LIB3060- 


■042- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


319463 
LIB3060- 


■042- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


319464 
LIB3060- 


-042- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


319465 
LIB3060- 


■042- 


-Ql' 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


319466 
LIB3060- 


■042- 


-QL 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


319467 
LIB3060- 


-042 


-Ql 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


319468 
LIB3060- 


-042 


-Ql 


-Kl' 


-H8 


Seq. 
Seq. 


No. 

ID 


319469 
LIB3060- 


-043 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 
ID 


319470 
LIB3060- 


-043 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


319471 
LIB3060- 


-043 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


319472 
* LIB3060- 


-043 


-Ql 


-Kl 


-B8 


Seq. 


No. 


319473 











45232 



Seq. 


ID 


LIB3060- 


043- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


319474 
LIB3060- 


043- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


319475 
LIB3060- 


043- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


319476 
LIB3060- 


043- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


319477 
LIB3060- 


043- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


319478 
LIB3060- 


■043- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


319479 
LIB3060- 


■043- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


319480 
LIB3060- 


■043- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


319481 
LIB3060- 


■043- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


319482 
LIB3060- 


■043- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 
ID 


319483 
LIB3060- 


■043- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


319484 
LIB3060- 


■043- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


319485 
LIB3060- 


■043 


-Ql 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


319486 
LIB3060- 


-043 


-Ql 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


319487 
LIB3060- 


-043 


-Ql 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


319488 
LIB3060- 


-043 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 
ID 


319489 
LIB3060- 


-043 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


319490 
LIB3060- 


•043 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


319491 
LIB3060- 


-043 


-Ql 


-Kl 


-H9 


Seq. 


No. 


319492 











45233 




Seq. 


ID 


LIB3060- 


044 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


319493 
LIB3060- 


044 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


319494 
LIB3060- 


044 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


319495 
LIB3060- 


044 


-Ql 


»K1 


-B5 


Seq. 
Seq. 


No. 

ID 


319496 
LIB3060- 


044 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


319497 
LIB3060- 


044 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


319498 
LIB3060- 


044 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


319499 
LIB3060- 


044 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


319500 
LIB3060- 


044 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


319501 
LIB3060- 


044 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 
ID 


319502 
LIB3060- 


044 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


319503 
LIB3060- 


044 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


319504 
LIB3060- 


044 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 
ID 


319505 
LIB3060- 


044 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


319506 
LIB3060- 


044 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


319507 
LIB3060- 


044 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


319508 
LIB3060- 


044 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


319509 
LIB3060- 


044 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


319510 
LIB3060- 


045 


-Ql 


-Kl 


-B6 


Seq. 


No. 


319511 











45234 



Seq. 


ID 


LIB3060- 


-045 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


319512 
LIB3060- 


-045 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


319513 
LIB3060- 


-045 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


319514 
LIB3060- 


-045 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


319515 
LIB3060- 


-045 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


319516 
LIB3060- 


-045 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 
ID 


319517 
LIB3060- 


-045 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


319518 
LIB3060- 


-045 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


319519 
LIB3060- 


-045 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


319520 
LIB3060- 


-045 


-Ql 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


319521 
LIB3060- 


-045- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


319522 
LIB3060- 


-045- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


319523 
LIB3060- 


-046- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


319524 
LIB3060- 


-046- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


319525 
LIB3060- 


•046- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


319526 
LIB3060- 


046- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


319527 
LIB3060- 


046- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


319528 
LIB3060- 


046- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 
ID 


319529 
LIB3060- 


046- 


-Ql- 


-Kl- 


-Dll 


Seq. 


No. 


319530 











45235 



Seq. 


ID 


LIB3060- 


■046 


-Ql 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


319531 
LIB3060- 


■046 


-Ql 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


319532 
LIB3060- 


■046 


-Ql- 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


319533 
LIB3060- 


•046- 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


319534 
LIB3060- 


•046- 


-Ql 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


319535 
LIB3060- 


•046- 


-Ql 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


319536 
LIB3060- 


•046- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


319537 
LIB3060- 


■047' 


-Ql 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


319538 
LIB3060- 


■047- 


-Ql 


-Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


319539 
LIB3060- 


■047- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


319540 
LIB3060- 


■047- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 
ID 


319541 
LIB3060- 


■047- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


319542 
LIB3060- 


■047- 


-Ql' 


-Kl- 


-D8 


Seq. 
Seq. 


No. 
ID 


319543 
LIB3060- 


•047- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


319544 
LIB3060- 


•047- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


319545 
LIB3060- 


047- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


319546 
LIB3060- 


047- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 
ID 


319547 
LIB3060- 


047- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


319548 
LIB3060- 


047- 


-Ql- 


-Kl- 


-Gl 


Seq. 


No. 


319549 











452 



Seq. 


ID 


LIB3060- 


■047 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


319550 
LIB3060- 


■047 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


319551 
LIB3060- 


047 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


319552 
LIB3060- 


047 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


319553 
LIB3060- 


047 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


319554 
LIB3060- 


048 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


319555 
LIB3060- 


048 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


319556 
LIB3060- 


048 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


319557 
LIB3060- 


048 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


319558 
LIB3060- 


048 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


319559 
LIB3060- 


048 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


319560 
LIB3060- 


048 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 
ID 


319561 
LIB3060- 


048 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


319562 
LIB3060- 


048 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


319563 
LIB3060- 


048 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


319564 
LIB3060- 


048 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


319565 
LIB3060- 


048 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 
ID 


319566 
LIB3060- 


048 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


319567 
LIB3060- 


048 


-Ql- 


-Kl 


-D2 


Seq. 


No. 


319568 











45237 



Seq. 


ID 


LIB3060- 


-048- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 
ID 


319569 
LIB3060- 


-048- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


319570 
LIB3060- 


-048- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


319571 
LIB3060- 


-048- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 
ID 


319572 
LIB3060- 


-048- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


319573 
LIB306O 


-048- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


319574 
LIB3060' 


-048- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


319575 
LIB3060- 


-048- 


-Ql 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


319576 
LIB3060' 


-048- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


319577 
LIB3060 


-048- 


-Ql- 


-Kl' 


-H5 


Seq. 
Seq. 


No. 

ID 


319578 
LIB3060 


-049 


-Ql 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


319579 
LIB3060 


-049 


-Ql 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


319580 
LIB3060 


-049 


-Ql 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


319581 
LIB3060 


-049 


-Ql 


-Kl- 


-B3 


Seq. 
Seq. 


No. 
ID 


319582 
LIB3060 


-049 


-Ql 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


319583 
LIB3060 


-049' 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


319584 
LIB3060 


-049' 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 
ID 


319585 
LIB3060 


-049' 


-Ql 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


319586 
LIB3060 


-049' 


-Ql- 


-Kl- 


-F3 


Seq. 


No. 


319587 











45238 



Seq, 


ID 


LIB3060- 


049- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


319588-- 
LIB3060- 


049- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


319589 
LIB3060- 


049- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 
ID 


319590 
LIB3060- 


050- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 
ID 


319591 
LIB3060- 


050- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


319592 
LIB3060- 


050- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


319593 
LIB3060- 


■050- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


319594 
LIB3060- 


■050- 


-Ql" 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


319595 
LIB3060- 


■050' 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


319596 
LIB3060- 


■050 


-Ql 


-Kl- 


-B8 


Seq. 
Seq. 


Np. 
ID 


319597 
LIB3060- 


■050 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


319598 
LIB3060- 


■050 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


319599 
LIB3060- 


-050 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


319600 
LIB3060- 


•050 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


319601 
LIB3060- 


■050 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


319602 
LIB3060- 


■050 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


319603 
LIB3060- 


■050 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


319604 
LIB3060- 


■050 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


319605 
LIB3060- 


•050 


-Ql 


-Kl 


-D8 


Seq. 


No. 


319606 











45239 



Seq. 


ID 


LIB3060- 


-050- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 
ID 


319607 
LIB3060- 


-050- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


319608 
LIB3060- 


-050- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


319609 
LIB3060- 


-050- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


319610 
LIB3060- 


-050- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


319611 
LIB3060- 


-050- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


319612 
LIB3060- 


-050- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


319613 
LIB3060' 


-050- 


-Ql- 


-Kl' 


-F3 


Seq. 
Seq. 


No. 
ID 


319614 
LIB3060' 


-050- 


-Ql- 


-Kl' 


-F4 


Seq. 
Seq. 


No. 
ID 


319615 
LIB3060 


-050- 


-Ql' 


-Kl' 


-E7 


Seq. 
Seq. 


No. 

ID 


319616 
LIB3060 


-050' 


-Ql' 


-Kl' 


-F9 


Seq. 
Seq. 


No. 

ID 


319617 
LIB3060 


-050' 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


319618 
LIB3060 


-050 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


319619 
LIB3060 


-050 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 
ID 


319620 
LIB3060 


-050 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


319621 
LIB3060 


-051 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


319622 
LIB3060 


-051 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


319623 
LIB3060 


-051 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


319624 
LIB3060 


-051 


-Ql 


-Kl 


-C12 


Seq. 


No. 


319625 
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Seq. 


ID 


LIB3060- 


051 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 
ID 


319626 
LIB3060- 


•051 


-Ql 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


319627 
LIB3060- 


051 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


319628 
LIB3060- 


■051 


-Ql- 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


319629 
LIB3060- 


■051 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


319630 
LIB3060- 


■051 


-Ql- 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


319631 
LIB3060- 


051 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


319632 
LIB3060- 


■051 


-Ql- 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


319633 
LIB3060- 


■051 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


319634 
LIB3060- 


■051' 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 
ID 


319635 
LIB3060- 


•051 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


319636 
LIB3060- 


•051 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


319637 
LIB3060- 


■051 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


319638 
LIB3060- 


•051 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


319639 
LIB3060- 


•051 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


319640 
LIB3060- 


■051 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 
ID 


319641 
LIB3060- 


■051 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


319642 
LIB3060- 


■051 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


319643 
LIB3060- 


■051 


-Ql 


-Kl 


-H5 


Seq. 


No. 


319644 











45241 



Seq. 


ID 


LIB3060- 


051- 


-Ql- 


•Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


319645 
LIB3060- 


051- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


319646 
LIB3060- 


052- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 
ID 


319647 
LIB3060- 


•052- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


319648 
LIB3060- 


•052- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


319649 
LIB3060- 


■052- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


319650 
LIB3060- 


■052- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


319651 
LIB3060- 


-052- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


319652 
LIB3060- 


-052- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


319653 
LIB3060- 


-052- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 
ID 


319654 
LIB3060- 


-052- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


319655 
LIB3060- 


-052- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


319656 
LIB3060- 


-052- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 
ID 


319657 
LIB3060- 


-053- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


319658 
LIB3060- 


-053' 


-Ql' 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


319659 
LIB3060- 


-053 


-Ql' 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


319660 
LIB3060- 


-053 


-Ql' 


-Kl' 


-B10 


Seq. 
Seq. 


No. 

ID 


319661 
LIB3060- 


-053 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


319662 
LIB3060- 


-053 


-Ql 


-Kl 


-B3 


Seq. 


No. 


319663 











45242 



Seq. ID LIB3060-053-Q1-K1-B4 

Seq. No. 319664 

Seq. ID LIB3060-053-Q1-K1-C2 

Seq. No. 319665 

Seq. ID LIB3060-053-Q1-K1-C3 

Seq. No. 319666 

Seq. ID LIB3060-053-Q1-K1-C5 

Seq. No. 319667 

Seq. ID LIB3060-053-Q1-K1-C9 

Seq. No, 319668 

Seq. ID LIB3060-053-Q1-K1-D12 

Seq. No. 319669 

Seq. ID LIB3060-053-Q1-K1-D2 

Seq. No. 319670 

Seq. ID LIB3060-053-Q1-K1-D3 

Seq. No. 319671 

Seq. ID LIB3060-053-Q1-K1-D8 

Seq. No. 319672 

Seq. ID LIB3060-053-Q1-K1-D9 

Seq. No. 319673 

Seq. ID LIB3060-053-Q1-K1-E1 

Seq. No. 319674 

Seq. ID LIB3060-053-Q1-K1-E7 

Seq. No. 319675 

Seq. ID LIB3060-053-Q1-K1-F10 

Seq. No. 319676 

Seq. ID LIB3060-053-Q1-K1-F12 

Seq. No. 319677 

Seq. ID LIB3060-053-Q1-K1-F4 

Seq. No. 319678 

Seq. ID LIB3060-053-Q1-K1-F5 

Seq. No. 319679 

Seq. ID LIB3060-053-Q1-K1-F6 

Seq. No. 319680 

Seq. ID LIB3060-053-Q1-K1-G10 

Seq. No. 319681 

Seq. ID LIB3060-053-Q1-K1-G3 

Seq. No. 319682 



452 



Seq. 


ID 


LIB3060- 


053- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


319683 
LIB3060- 


053- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


319684 
LIB3060- 


053- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


319685 
LIB3060- 


■053- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


319686 
LIB3060- 


•053- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


319687 
LIB3060- 


•054- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


319688 
LIB3060- 


-054- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


319689 
LIB3060- 


■054- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 
ID 


319690 
LIB3060- 


-054- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


319691 
LIB3060- 


-054- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


319692 
LIB3060- 


-054 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


319693 
LIB3060- 


-054 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


319694 
LIB3060- 


-054 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


319695 
LIB3060- 


-054 


-Ql- 


~K1- 


-D10 


Seq. 
Seq. 


No. 

ID 


319696 
LIB3060- 


-054 


-Ql' 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


319697 
LIB3060- 


-054 


-Ql 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


319698 
LIB3060- 


-054 


-Ql 


-Kl' 


-E3 


Seq. 
Seq. 


No. 

ID 


319699 
LIB3060- 


-054 


-Ql 


-Kl' 


-E8 


Seq. 
Seq. 


No. 

ID 


319700 
LIB3060- 


-054 


-Ql 


-Kl 


-E9 


Seq. 


No. 


319701 











452 



Seq. 


ID 


LIB3060- 


■054- 


■Ql- 


■Kl- 


■Fll 


Seq. 
Seq. 


No. 

ID 


319702 
LIB3060- 


■054- 


■Ql- 


•Kl- 


■F2 


Seq. 
Seq. 


No. 

ID 


319703 
LIB3060- 


■054- 


-Ql- 


■Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


319704 
LIB3060- 


•054- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 
ID 


319705 
LIB3060- 


-054- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


319706 
LIB3060- 


-054- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


319707 
LIB3060- 


-054- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


■No. 

ID 


319708 
LIB3060- 


-054- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 
ID 


319709 
LIB3061- 


-001- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


319710 
LIB3061- 


-001- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


319711 
LIB3061- 


-001- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 
ID 


319712 
LIB3061- 


-001- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


319713 
LIB3061- 


-001- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


319714 
LIB3061- 


-001- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


319715 
LIB3061- 


-001- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


319716 
LIB3061- 


-001- 


-Ql' 


-Kl' 


-G10 


Seq. 
Seq. 


No. 

ID 


319717 
LIB3061- 


-001 


-Ql 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


319718 
LIB3061- 


-001 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


319719 
LIB3061 


-001 


-Ql 


-K2 


-Al 


Seq. 


No. 


319720 











45245 




Seq. 


ID 


LIB3061- 


-001- 


-Ql- 


-K2- 


-A3 


Seq. 
Seq. 


No. 

ID 


319721 
LIB3061- 


-001- 


-Ql- 


-K2- 


-A4 


Seq. 
Seq. 


No. 

ID 


319722 
LIB3061- 


-001- 


-Ql- 


-K2- 


-A5 


Seq. 
Seq. 


No. 

ID 


319723 
LIB3061- 


-001- 


-Ql- 


-K2- 


-A6 


Seq. 
Seq. 


No. 

ID 


319724 
LIB3061- 


-001- 


-Ql- 


-K2- 


-A7 


Seq. 
Seq. 


No. 

ID 


319725 
LIB3061- 


-001- 


-Ql- 


-K2- 


-A8 


Seq. 
Seq. 


No. 

ID 


319726 
LIB3061- 


-001- 


-Ql- 


-K2- 


-B10 


Seq. 
Seq. 


No. 

ID 


319727 
LIB3061- 


-001- 


-Ql- 


-K2' 


-B12 


Seq. 
Seq. 


No. 

ID 


319728 
LIB3061- 


-001- 


-Ql- 


-K2- 


-B3 


Seq. 
Seq. 


No. 

ID 


319729 
LIB3061- 


-001- 


-Ql- 


-K2 


-B4 


Seq. 
Seq. 


No. 
ID 


319730 
LIB3061- 


-001- 


-Ql- 


-K2 


-B6 


Seq. 
Seq. 


No. 

ID 


319731 
LIB3061 


-001- 


-Ql' 


-K2 


-B8 


Seq. 
Seq. 


No. 

ID 


319732 
LIB3061 


-001 


-Ql- 


-K2 


-B9 


Seq. 
Seq. 


No. 

ID 


319733 
LIB3061 


-001- 


-Ql- 


-K2 


-CI 


Seq. 
Seq. 


No. 

ID 


319734 
LIB3061 


-001' 


-Ql 


-K2 


-C12 


Seq. 
Seq. 


No. 
ID 


319735 
LIB3061 


-001' 


-Ql 


-K2 


-C2 


Seq. 
Seq. 


No. 
ID 


319736 
LIB3061 


-001' 


-Ql 


-K2 


-C3 


Seq. 
Seq. 


No. 

ID 


319737 
LIB3061 


-001 


-Ql 


-K2 


-C6 


Seq. 
Seq. 


No. 

ID 


319738 
LIB3061 


-001' 


-Ql 


-K2 


-CI 


Seq. 


No. 


319739 











45246 



Seq. 


ID 


LIB3061- 


001- 


Ql- 


K2- 


Dl 


Seq. 
Seq. 


No. 

ID 


319740 
LIB3061- 


001- 


Ql- 


K2- 


D10 


Seq. 
Seq. 


No. 

ID 


319741 
LIB3061- 


001- 


■Ql- 


K2- 


D12 


Seq. 
Seq. 


No. 

ID 


319742 
LIB3061- 


■001- 


■Ql- 


■K2- 


■D7 


Seq. 
Seq. 


No. 

ID 


319743 
LIB3061- 


•001- 


-Ql- 


•K2- 


■D8 


Seq. 
Seq. 


No. 

ID 


319744 
LIB3061- 


■001- 


■Ql- 


-K2- 


-D9 


Seq. 
Seq. 


No. 

ID 


319745 
LIB3061- 


■001- 


■Ql- 


-K2- 


-E10 


Seq. 
Seq. 


No. 

ID 


319746 
LIB3061- 


-001- 


-Ql- 


-K2- 


-Ell 


Seq. 
Seq. 


No. 

ID 


319747 
LIB3061- 


-001- 


-Ql- 


-K2- 


-E3 


Seq. 
Seq. 


No. 

ID 


319748 
LIB3061- 


-001- 


-Ql- 


-K2- 


-E4 


Seq. 
Seq. 


No. 
ID 


319749 
LIB3061- 


-001- 


-Ql- 


-K2- 


-E6 


Seq. 
Seq. 


No. 

ID 


319750 
LIB3061- 


-001- 


-Ql- 


-K2- 


-E7 


Seq. 
Seq. 


No. 

ID 


319751 
LIB3061- 


-001- 


-Ql- 


-K2- 


-Fl 


Seq. 
Seq. 


No. 
ID 


319752 
LIB3061- 


-001 


-Ql- 


-K2- 


-F10 


Seq. 
Seq. 


No. 

ID 


319753 
LIB3061- 


-001 


-Ql 


-K2 


-F5 


Seq. 
Seq. 


No. 
ID 


319754 
LIB3061- 


-001 


-Ql 


-K2 


-F6 


Seq. 
Seq. 


No. 

ID 


319755 
LIB3061 


-001 


-Ql 


-K2 


-F7 


Seq. 
Seq. 


No. 

ID 


319756 
LIB3061 


-001 


-Ql 


-K2 


-F8 


Seq. 
Seq. 


No. 

ID 


319757 
LIB3061 


-001 


-Ql 


-K2 


-F9 


Seq. 


No. 


319758 
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Seq. ID LIB3061-001-Q1-K2-G10 

Seq. No. 319759 

Seq. ID LIB3061-001-Q1-K2-G11 

Seq. No. 319760 

Seq. ID LIB3061-001-Q1-K2-G12 

Seq. No. 319761 

Seq. ID LIB3061-001-Q1-K2-G6 

Seq. No. 319762 

Seq. ID LIB3061-001-Q1-K2-G9 

Seq. No. 319763 

Seq. ID LIB3061-001-Q1-K2-H11 

Seq. No. 319764 

Seq. ID LIB3061-001-Q1-K2-H5 

Seq. No. 319765 

Seq. ID LIB3061-001-Q1-K2-H8 

Seq. No. 319766 

Seq. ID LIB3061-002-Q1-K1-A10 

Seq. No. 319767 

Seq. ID LIB3061-002-Q1-K1-A12 

Seq. No. 319768 

Seq. ID LIB3061-002-Q1-K1-B12 

Seq. No. 319769 

Seq. ID LIB3061-002-Q1-K1-B9 

Seq. No. 319770 

Seq. ID LIB3061-002-Q1-K1-C9 

Seq. No. 319771 

Seq. ID LIB3061-002-Q1-K1-D10 

Seq. No. 319772 

Seq. ID LIB3061-002-Q1-K1-E11 

Seq. No. 319773 

Seq. ID LIB3061-002-Q1-K1-E12 

Seq. No. 319774 

Seq. ID LIB3061-002-Q1-K1-E9 

Seq. No. 319775 

Seq. ID LIB3061-002-Q1-K2-A11 
Seq. No. 319776 

Seq. ID LIB3061-002-Q1-K2-A12 
Seq. No. 319777 

45248 



Seq. 


ID 


LIB3061- 


002- 


-Ql- 


-K2- 


-A6 


Seq. 
Seq. 


No. 

ID 


319778 
LIB3061- 


002- 


-Ql- 


-K2- 


-A7 


Seq. 
Seq. 


No. 

ID 


319779 
LIB3061- 


002- 


-Ql- 


-K2- 


-A8 


Seq. 
Seq. 


No. 

ID 


319780 
LIB3061- 


002- 


-Ql- 


-K2- 


-Bl 


Seq. 
Seq. 


No. 

ID 
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■006- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


319957 
LIB3061- 


■006- 


-Ql' 


-Kl- 


-C8 


Seq. 
Seq. 


No. 
ID 


319958 
LIB3061- 


•006- 


-Ql' 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 
ID 


319959 
LIB3061- 


■006- 


-Ql' 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


319960 
LIB3061- 


■006- 


-Ql' 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


319961 
LIB3061- 


■006 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


319962 
LIB3061- 


-006 


-Ql 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


319963 
LIB3061- 


■006 


-Ql 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


319964 
LIB3061- 


-006 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


319965 
LIB3061- 


-006 


-Ql 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


319966 
LIB3061- 


■006 


-Ql 


-Kl- 


-D9 


Seq. 


No. 


319967 











45258 



Seq. 


ID 


LIB3061- 


-006- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


319968 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


319969 
LIB3061- 


-006- 




-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


319970 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


319971 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


319972 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


319973 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


319974 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


319975 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


319976 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


319977 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


319978 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


319979 
LIB3061- 


-006- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


319980 
LIB3061 


-006- 


-Ql 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


319981 
LIB3061 


-006- 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 
ID 


319982 
LIB3061 


-006- 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


319983 
LIB3061 


-006- 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


319984 
LIB3061 


-006' 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


319985 
LIB3061 


-006 


-Ql 


-Kl 


-H2 


Seq. 


No. 


319986 
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Seq. 


ID 


LIB3061- 


006- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


319987 
LIB3061- 


006- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


319988 
LIB3061- 


006- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


319989 
LIB3061- 


007- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


319990 
LIB3061- 


•007- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 
ID 


319991 
LIB3061- 


■007- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


319992 
LIB3061- 


■007- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 
ID 


319993 
LIB3061- 


■007- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


319994 
LIB3061- 


■007- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


319995 
LIB3061- 


-007- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


319996 
LIB3061- 


-007 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 
ID 


319997 
LIB3061- 


-007 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


319998 
LIB3061- 


-007 


-Ql' 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


319999 
LIB3061- 


-007 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


320000 
LIB3061- 


-007 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


320001 
LIB3061- 


-007 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 
ID 


320002 
LIB3061- 


-007 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


320003 
LIB3061- 


-007 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


320004 
LIB3061- 


-007 


-Ql 


-Kl 


-D10 


Seq. 


No. 


320005 
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Seq. 


ID 


LIB3061- 


007- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


320006 
LIB3061- 


007- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


320007 
LIB3061- 


007- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


320008 
LIB3061- 


007- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


320009 
LIB3061- 


007- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


320010 
LIB3061- 


007' 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


320011 
LIB3061- 


007 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


320012 
LIB3061- 


■007 


-Ql- 


-Kl' 


-Ell 


Seq. 
Seq. 


No. 

ID 


320013 
LIB3061- 


007 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


320014 
LIB3061- 


•007 


-Ql' 


-Kl' 


-E4 


Seq. 
Seq. 


No. 

ID 


320015 
LIB3061- 


•007 


-Ql' 


-Kl' 


-E5 


Seq. 
Seq. 


No. 

ID 


320016 
LIB3061- 


■007 


-Ql' 


-Kl' 


-E7 


Seq. 
Seq. 


No. 

ID 


320017 
LIB3061- 


■007 


-Ql' 


-Kl' 


-F10 


Seq. 
Seq. 


No. 

ID 


320018 
LIB3061- 


•007 


-Ql' 


-Kl' 


-F12 


Seq. 
Seq. 


No. 

ID 


320019 
LIB3061- 


•007 


-Ql' 


-Kl' 


-F2 


Seq. 
Seq. 


No. 

ID 


320020 
LIB3061- 


•007 


-Ql' 


-Kl' 


-F8 


Seq. 
Seq. 


No. 

ID 


320021 
LIB3061- 


•007 


-Ql' 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


320022 
LIB3061- 


•007 


-Ql' 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


320023 
LIB3061- 


007 


-Ql' 


-Kl' 


-G5 


Seq. 


No. 


320024 
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Seq. 


ID 


LIB3061- 


007- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


320025 
LIB3061- 


007- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


320026 
LIB3061- 


007- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 
ID 


320027 
LIB3061- 


007- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


320028 
LIB3061- 


007- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


320029 
LIB3061- 


■007- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


320030 
LIB3061- 


•007- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


320031 
LIB3061- 


-007- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


320032 
LIB3061- 


■007- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


320033 
LIB3061- 


-007- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


320034 
LIB3061- 


-007' 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


320035 
LIB3061- 


-007 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


320036 
LIB3061- 


-008 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


320037 
LIB3061- 


-008 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


320038 
LIB3061- 


-008 


-Ql' 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


320039 
LIB3061- 


-008 


-Ql' 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


320040 
LIB3061- 


-008 


-Ql 


-Kl' 


-A6 


Seq. 
Seq. 


No. 

ID 


320041 
LIB3061- 


-008 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


320042 
LIB3061- 


-008 


-Ql 


-Kl 


-A8 


Seq. 


No. 


320043 
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Seq. 


ID 


LIB3061- 


-008 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


320044 
LIB3061- 


-008 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


320045 
LIB3061- 


-008 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


320046 
LIB3061- 


-008 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


NO. 

ID 


320047 
LIB3061- 


-008 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


320048 
LIB3061- 


-008 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


320049 
LIB3061- 


-008 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


320050 
LIB3061- 


-008 


-Ql- 


-Kl' 


-B9 


Seq. 
Seq. 


No. 
ID 


320051 
LIB3061- 


-008 


-Ql- 


-Kl' 


-CI 


Seq. 
Seq. 


No. 
ID 


320052 
LIB3061 


-008 


-Ql- 


-Kl 


-C12 


Seq. 
Seq. 


No. 
ID 


320053 
LIB3061 


-008 


-Ql- 


-Kl 


-C4 


Seq. 
Seq. 


No. 
ID 


320054 
LIB3061 


-008 


-Ql- 


-Kl 


-C5 


Seq. 
Seq. 


No. 
ID 


320055 
LIB3061 


-008 


-Ql- 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


320056 
LIB3061 


-008 


-Ql- 


-Kl' 


-Dl 


Seq. 
Seq. 


No. 

ID 


320057 
LIB3061 


-008 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 
ID 


320058 
LIB3061 


-008 


-Ql- 


-Kl' 


-D2 


Seq. 
Seq. 


NO. 

ID 


320059 
LIB3061 


-008 


-Ql- 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


320060 
LIB3061 


-008 


-Ql- 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


320061 
LIB3061 


-008 


-Ql- 


-Kl 


-D6 


Seq. 


No. 


320062 











45263 




Seq. 


ID 


LIB3061- 


008- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


320063 
LIB3061- 


008- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


320064 
LIB3061- 


008- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


320065 
LIB3061- 


008- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


320066 
LIB3061- 


008' 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


320067 
LIB3061- 


008' 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


320068 
LIB3061- 


•008 


-Ql 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


320069 
LIB3061- 


■008 


-Ql 


-Kl- 


-E7 


Seq. 
Seq. 


No. 
ID 


320070 
LIB3061- 


•008 


-Ql' 


-Kl- 


-E8 


Seq. 
Seq. 


No. 
ID 


320071 
LIB3061- 


■008 


-Ql 


-Kl- 


-F10 


Seq. 
Seq. 


No. 
ID 


320072 
LIB3061- 


■008 


-Ql 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 
ID 


320073 
LIB3061- 


■008 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


320074 
LIB3061- 


;008 


-Ql 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


320075 
LIB3061- 


■008 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


320076 
LIB3061- 


•008 


-Ql 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


320077 
LIB3061- 


•008 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


320078 
LIB3061- 


■008 


-Ql 


-Kl- 


-F8 


Seq. 
Seq. 


NO. 

ID 


320079 
LIB3061- 


■008 


-Ql 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


320080 
LIB3061- 


•008 


-Ql 


-Kl- 


-Gl 


Seq. 


No. 


320081 
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Seq. 


ID 


LIB3061- 


008- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


320082 
LIB3061- 


008- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


320083 
LIB3061- 


008- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


320084 
LIB3061- 


008- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


320085 
LIB3061- 


008- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


320086 
LIB3061- 


008- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


320087 
LIB3061- 


■008- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


320088 
LIB3061- 


•008- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


320089 
LIB3061- 


•008- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


320090 
LIB3061- 


■009- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


320091 
LIB3061- 


•009- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


320092 
LIB3061- 


-009- 


-Ql' 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


320093 
LIB3061- 


-009- 


-Ql' 


-Kl' 


-A2 


Seq. 
Seq. 


No. 

ID 


320094 
LIB3061- 


-009- 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


320095 
LIB3061- 


-009 


-Ql 


-Kl' 


-A5 


Seq. 
Seq. 


No. 

ID 


320096 
LIB3061- 


-009 


-Ql 


-Kl' 


-A7 


Seq. 
Seq. 


No. 

ID 


320097 
LIB3061- 


-009 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


320098 
LIB3061- 


-009 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


320099 
LIB3061- 


-009 


-Ql 


-Kl 


-Bll 


Seq. 


No. 


320100 











452 



Seq. 


ID 


LIB3061- 


-009- 


-Ql- 


-Kl; 


-B12 


Seq. 
Seq. 


No. 

ID 


320101 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


320102 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


320103 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


320104 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


320105 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


320106 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


320107 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


320108 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


320109 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


320110 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


320111 
LIB3061 


-009- 


-Ql 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


320112 
LIB3061 


-009- 


-Ql 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


320113 
LIB3061 


-009- 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 
ID 


320114 
LIB3061 


-009- 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


320115 
LIB3061 


-009' 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 
ID 


320116 
LIB3061 


-009- 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 
ID 


320117 
LIB3061 


-009- 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


320118 
LIB3061 


-009' 


-Ql 


-Kl 


-E7 


Seq. 


No. 


320119 
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Seq. 


ID 


LIB3061- 


-009- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


320120 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


320121 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


320122 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


320123 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


320124 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 
ID 


320125 
LIB3061- 


-009- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


320126 
LIB3061- 


-009- 


-Ql- 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


320127 
LIB3061- 


-009- 


-Ql- 


-Kl 


-Gl 


Seq. 
Seq. 


No. 
ID 


320128 
LIB3061 


-009- 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


320129 
LIB3061 


-009- 


-Ql- 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


320130 
LIB3061 


-009- 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


320131 
LIB3061 


-009 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


320132 
LIB3061 


-009 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


320133 
LIB3061 


-009 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


320134 
LIB3061 


-009 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


320135 
LIB3061 


-009 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


320136 
LIB3061 


-009 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


320137 
LIB3061 


-009 


-Ql 


-Kl 


-H8 


Seq. 


No. 


320138 
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Seq. 


ID 


LIB3061- 


-009- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


320139 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


320140 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


320141 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


320142 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


320143 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


320144 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


320145 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


320146 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


320147 
LIB3061- 


-010' 


-Ql- 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


320148 
LIB3061' 


-010- 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


320149 
LIB3061 


-010 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


320150 
LIB3061 


-010 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


320151 
LIB3061 


-010 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


320152 
LIB3061 


-010 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


320153 
LIB3061 


-010 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


320154 
LIB3061 


-010 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


320155 
LIB3061 


-010 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


320156 
LIB3061 


-010 


-Ql 


-Kl 


-C4 


Seq. 


No. 


320157 











452 




Seq. 


ID 


LIB3061 


-010 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


320158 
LIB3061 


-010 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


320159 
LIB3061 


-010- 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


320160 
LIB3061 


-010 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


320161 
LIB306L 


-010- 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


320162 
LIB3061 


-010 


-Ql' 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


320163 
LIB3061 


-010' 


-Ql' 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


320164 
LIB3061 


-010' 


-Ql- 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


320165 
LIB3061 


-010' 


-Ql- 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


320166 
LIB3061 


-010' 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


320167 
LIB3061 


-010' 


-Ql' 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


320168 
LIB3061 


-010' 


-Ql- 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


320169 
LIB3061 


-010- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


320170 
LIB3061 


-010- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


320171 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


320172 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


320173 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


320174 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


320175 
LIB3061- 


-010- 


-Ql- 


-Kl- 


-F2 


Seq. 


No. 


320176 











45269 



Seq. 


ID 


LIB3061- 


■010- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


320177 
LIB3061- 


010- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


320178 
LIB3061- 


010- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


320179 
LIB3061- 


010- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


320180 
LIB3061- 


■010- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


320181 
LIB3061- 


■010- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


320182 
LIB3061- 


■010- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


320183 
LIB3061- 


■010- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


320184 
LIB3061- 


■010- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


320185 
LIB3061- 


■010- 


-Ql 


-Kl- 


-G8 


Seq. 
Seq. 


No. 
ID 


320186 
LIB3061- 


■010' 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


320187 
LIB3061- 


■010 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


320188 
LIB3061- 


■010 


-Ql 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


320189 
LIB3061- 


■010 


-Ql' 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


320190 
LIB3061- 


■010' 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


320191 
LIB3061- 


■010- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


320192 
LIB3061- 


■010' 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


320193 
LIB3061- 


■011- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


320194 
LIB3061- 


■011- 


-Ql- 


-Kl- 


-A10 


Seq. 


No. 


320195 
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Seq. 


ID 


LIB3061- 


■Oil- 


-Ql- 


-Kl 


-A3 


Seq. 
Seq. 


No. 
ID 


320196 
LIB3061- 


■011- 


-Ql- 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


320197 
LIB3061- 


■Oil- 


-Ql' 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


320198 
LIB3061- 


■Oil- 


-Ql- 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


320199 
LIB3061- 


■Oil- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


320200 
LIB3061- 


■Oil- 


-Ql- 


-Kl 


-BIO 


Seq. 
Seq. 


No. 

ID 


320201 
LIB3061- 


■011- 


-Ql- 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


320202 
LIB3061- 


■011- 


-Ql* 


-Kl 


-B4 


Seq. 
Seq. 


No. 
ID 


320203 
LIB3061- 


■011- 


-Ql- 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


320204 
LIB3061- 


■011- 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 
ID 


320205 
LIB3061- 


■011- 


-Ql' 


-Kl 


-B9 


Seq. 
Seq. 


No. 
ID 


320206 
LIB3061- 


■011- 


-Ql- 


-Kl 


-CIO 


Seq. 
Seq. 


No. 

ID 


320207 
LIB3061- 


■011- 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


320208 
LIB3061- 


■011- 


-Ql- 


-Kl 


-C3 


Seq. 
Seq. 


No. 
ID 


320209 
LIB3061- 


■011- 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 
ID 


320210 
LIB3061- 


■011- 


-Ql- 


-Kl 


-C8 


Seq. 
Seq. 


No. 
ID 


320211 
LIB3061- 


■011- 


-Ql- 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


320212 
LIB3061- 


011- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


320213 
LIB3061- 


■Oil- 


-Ql- 


-Kl 


-D12 


Seq. 


No. 


320214 











45271 




Seq. 


ID 


LIB3061- 


-011- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


320215 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


320216 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


320217 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


320218 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


320219 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


320220 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


320221 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


320222 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


320223 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


320224 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


320225 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


320226 
LIB3061- 


-011- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


320227 
LIB3061- 


-011 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


320228 
LIB3061- 


-011 


-Ql 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


320229 
LIB3061 


-011 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


320230 
LIB3061 


-011 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


320231 
LIB3061 


-011 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


320232 
LIB3061 


-011 


-Ql 


-Kl 


-G12 


Seq. 


No. 


320233 











45272 



Seq. 


ID 


LIB3061- 


■011 


-Ql 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


320234 
LIB3061- 


■011- 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


320235 
LIB3061- 


-011 


-Ql 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


320236 
LIB3061- 


■Oil 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


320237 
LIB3061- 


■011- 


-Ql 


-Kl- 


-G7 


Seq. 
Seq. 


No. 
ID 


320238 
LIB3061- 


■011- 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


320239 
LIB3061- 


■011- 


-Ql 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


320240 
LIB3061- 


■011- 


-Ql 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


320241 
LIB3061- 


■011- 


-Ql 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


320242 
LIB3061- 


■011- 


-Ql 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


320243 
LIB3061- 


■011- 


-Ql 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


320244 
LIB3061- 


■012- 


-Ql 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


320245 
LIB3061- 


■012 


-Ql 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


320246 
LIB3061- 


■012 


-Ql 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


320247 
LIB3061- 


■012- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


320248 
LIB3061- 


■012- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


320249 
LIB3061- 


■012- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


320250 
LIB3061- 


012- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 
ID 


320251 
LIB3061- 


■012- 


-Ql- 


-Kl- 


-B3 


Seq. 


No. 


320252 
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Seq. 


ID 


LIB3061- 


■012 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


320253 
LIB3061- 


■012 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


320254 
LIB3061- 


-012 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


320255 
LIB3061- 


-012 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


320256 
LIB3061- 


■012 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


320257 
LIB3061- 


•012 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


320258 
LIB3061- 


■012 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


320259 
LIB3061- 


■012 


-Ql' 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


320260 
LIB3061- 


■012 


-Ql 


-Kl' 


-D9 


Seq. 
Seq. 


No. 

ID 


320261 
LIB3061- 


■012 


-Ql' 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


320262 
LIB3061- 


■012 


-Ql' 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


320263 
LIB3061- 


■012 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


320264 
LIB3061- 


012' 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


320265 
LIB3061- 


■012- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


320266 
LIB3061- 


■012- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


320267 
LIB3061- 


012- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


320268 
LIB3061- 


012- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


320269 
LIB3061- 


012- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


320270 
LIB3061- 


012- 


-Ql- 


-Kl- 


-G10 


Seq. 


No. 


320271 











45274 



Seq. 


ID 


LIB3061- 


-012- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


320272 
LIB3061- 


-012- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


320273 
LIB3061- 


-012- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


320274 
LIB3061- 


-012' 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


320275 
LIB3061- 


-012' 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


320276 
LIB3061- 


-012' 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 
ID 


320277 
LIB3061- 


-012- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


320278 
LIB3061- 


-012' 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


320279 
LIB3061- 


-013' 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 
ID 


320280 
LIB3061- 


-013- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


320281 
LIB3061- 


-013 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


320282 
LIB3061 


-013 


-Ql 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


320283 
LIB3061 


-013 


-Ql 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


320284 
LIB3061 


-013 


-Ql 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


320285 
LIB3061 


-013 


-Ql 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


320286 
LIB3061 


-013 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


320287 
LIB3061 


-013 


-Ql 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


320288 
LIB3061 


-013 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


320289 
LIB3061 


-013 


-Ql 


-Kl- 


-C12 


Seq. 


No. 


320290 











45275 



Seq. 


ID 


LIB3061- 


013- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


320291 
LIB3061- 


013- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


320292 
LIB3061- 


013- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


320293 
LIB3061- 


013- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


320294 
LIB3061- 


013- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


320295 
LIB3061- 


■013- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


320296 
LIB3061- 


■013- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


320297 
LIB3061- 


•013- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


320298 
LIB3061- 


■013- 


-Ql' 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


320299 
LIB3061- 


■013' 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


320300 
LIB3061- 


■013- 


-Ql 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


320301 
LIB3061- 


■013- 


-Ql 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


320302 
LIB3061- 


■013- 


-Ql- 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


320303 
LIB3061- 


■013 


-Ql 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


320304 
LIB3061- 


■013 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


320305 
LIB3061- 


-013 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


320306 
LIB3061- 


•013 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


320307 
LIB3061- 


-013 


-Ql 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


320308 
LIB3061- 


-013 


-Ql 


-Kl- 


-F5 


Seq. 


No. 


320309 











45276 



Seq. 


ID 


LIB3061- 


-013' 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


320310 
LIB3061- 


-013' 


-Ql' 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


320311 
LIB3061- 


-013' 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


320312 
LIB3061- 


-013' 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 
ID 


320313 
LIB3061- 


-013' 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


320314 
LIB3061- 


-013 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


320315 
LIB3061- 


-013 


-Ql 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


320316 
LIB3061- 


-013 


-Ql 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


320317 
LIB3061 


-013 


-Ql 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


320318 
LIB3061 


-013 


-Ql 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


320319 
LIB3061 


-014 


-Ql 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


320320 
LIB3061 


-014 


-Ql 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


320321 
LIB3061 


-014 


-Ql 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


320322 
LIB3061 


-014 


-Ql 


-Kl- 


-A6 


Seq. 
Seq. 


No. 
ID 


320323 
LIB3061 


-014 


-Ql 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


320324 
LIB3061 


-014 


-Ql 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


320325 
LIB3061 


-014 


-Ql' 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


320326 
LIB3061 


-014 


-QL 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


320327 
LIB3061 


-014 


-Ql- 


-Kl- 


-B4 


Seq. 


No. 


320328 











45277 



Seq. ID LIB3061-014-Q1-K1-B5 

Seq. No. 320329 

Seq. ID LIB3061-014-Q1-K1-B6 

Seq. No. 320330 

Seq. ID LIB3061-014-Q1-K1-B7 

Seq. No. 320331 

Seq. ID LIB3061-014-Q1-K1-B8 

Seq. No. 320332 

Seq. ID LIB3061-014-Q1-K1-B9 

Seq. No. 320333 

Seq. ID LIB3061-014-Q1-K1-C11 

Seq. No. 320334 

Seq. ID LIB3061-014-Q1-K1-C12 

Seq. No. 320335 

Seq. ID LIB3061-014-Q1-K1-C2 

Seq. No. 320336 

Seq. ID LIB3061-014-Q1-K1-C3 

Seq. No. 320337 

Seq. ID LIB3061-014-Q1-K1-C5 

Seq. No. 320338 

Seq. ID LIB3061-014-Q1-K1-C6 

Seq. No. 320339 

Seq. ID LIB3061-014-Q1-K1-C8 

Seq. No. 320340 

Seq. ID LIB3061-014-Q1-K1-D12 

Seq. No. 320341 

Seq. ID LIB3061-014-Q1-K1-D3 

Seq. No. 320342 

Seq. ID LIB3061-014-Q1-K1-D5 

Seq. No. 320343 

Seq. ID LIB3061-014-Q1-K1-D7 

Seq. No. 320344 

Seq. ID LIB3061-014-Q1-K1-D9 

Seq. No. 320345 

Seq. ID LIB3061-014-Q1-K1-E1 

Seq. No. 320346 

Seq. ID LIB3061-014-Q1-K1-E10 

Seq. No. 320347 



452 



Seq. 


ID 


LIB3061- 


-014 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


320348 
LIB3061- 


■014 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


320349 
LIB3061- 


•014 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


320350 
LIB3061- 


■014 


-Ql 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


320351 
LIB3061- 


•014 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


320352 
LIB3061- 


■014 


-Ql- 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


320353 
LIB3061- 


•014 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


320354 
LIB3061- 


•014 


-Ql- 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


320355 
LIB3061- 


■014 


-Ql- 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


320356 
LIB3061- 


■014 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 
ID 


320357 
LIB3061- 


■014 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


320358 
LIB3061- 


■014 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


320359 
LIB3061- 


■014 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


320360 
LIB3061- 


014 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


320361 
LIB3061- 


014- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


320362 
LIB3061- 


014- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


320363 
LIB3061- 


■014- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


320364 
LIB3061- 


014- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


320365 
LIB3061- 


014- 


-Ql- 


-Kl- 


-H10 


Seq. 


No. 


320366 











45279 



Seq. 


ID 


LIB3061- 


■014 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


320367 
LIB3061- 


014 


-Ql 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


320368 
LIB3061- 


■015 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


NO. 

ID 


320369 
LIB3061- 


■015' 


-Ql 


-Kl' 


-A3 


Seq. 
Seq. 


No. 

ID 


320370 
LIB3061- 


■015' 


-Ql 


-Kl' 


-A5 


Seq. 
Seq. 


No. 

ID 


320371 
LIB3061- 


■015 


-Ql 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


320372 
LIB3061- 


•015 


-Ql 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


320373 
LIB3061- 


■015 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


320374 
LIB3061- 


■015- 


-Ql' 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


320375 
LIB3061- 


■015- 


-Ql' 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


320376 
LIB3061- 


■015' 


-Ql' 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


320377 
LIB3061- 


■015 


-Ql 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


320378 
LIB3061- 


■015' 


-Ql 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


320379 
LIB3061- 


■015- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


320380 
LIB3061- 


■015' 


-Ql' 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


320381 
LIB3061- 


•015- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


320382 
LIB3061- 


015- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


320383 
LIB3061- 


015- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


320384 
LIB3061- 


015- 


-Ql- 


-Kl- 


-D12 


Seq. 


No. 


320385 











452 



Seq. 


ID 


LIB3061- 


-015- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


320386 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


320387 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


320388 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 
ID 


320389 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


320390 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 
ID 


320391 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


320392 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


320393 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


320394 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


320395 
LIB3061- 


-015' 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


320396 
LIB3061 


-015- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


320397 
LIB3061 


-015 


-Ql- 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


320398 
LIB3061 


-015 


-Ql 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


320399 
LIB3061 


-015 


-Ql 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


320400 
LIB3061 


-015 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 
ID 


320401 
LIB3061 


-015 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 
ID 


320402 
LIB3061 


-015 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 
ID 


320403 
LIB3061 


-015 


-Ql 


-Kl 


-Gl 


Seq. 


No. 


320404 











452 



Seq. 


ID 


LIB3061- 


-015- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


320405 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


320406 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


320407 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


320408 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


320409 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


320410 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


320411 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


320412 
LIB3061- 


-015- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


320413 
LIB3061- 


-015' 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


320414 
LIB3061 


-015 


-Ql 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


320415 
LIB3061- 


-016 


-Ql' 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


320416 
LIB3061 


-016 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


320417 
LIB3061 


-016 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


320418 
LIB3061 


-016 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


320419 
LIB3061 


-016 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


320420 
LIB3061 


-016 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


320421 
LIB3061 


-016 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


320422 
LIB3061 


-016 


-Ql 


-Kl 


-B10 


Seq. 


No. 


320423 











452 



Seq. 


ID 


LIB3061- 


■016- 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 
ID 


320424 
LIB3061- 


016' 


~Q1 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


320425 
LIB3061- 


■016- 


-Ql 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


320426 
LIB3061- 


■016- 


-Ql 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


320427 
LIB3061- 


■016- 


-Ql 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


320428 
LIB3061- 


•016- 


-Ql 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


320429 
LIB3061- 


•016- 


-Ql 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


320430 
LIB3061- 


•016- 


-Ql 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


320431 
LIB3061- 


•016- 


-Ql 


-K1- 


-CI 


Seq. 
Seq. 


No. 

ID 


320432 
LIB3061- 


•016- 


-Ql 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


320433 
LIB3061- 


■016- 


-Ql 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


320434 
LIB3061- 


■016- 


-Ql 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


320435 
LIB3061- 


■016- 


-Ql 


-Kl- 


-C4 


Seq. 
Seq. 


No. 
ID 


320436 
LIB3061- 


■016- 


-Ql' 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


320437 
LIB3061- 


016- 


-Ql' 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


320438 
LIB3061- 


016- 


-Ql' 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


320439 
LIB3061- 


016- 


-Ql' 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


320440 
LIB3061- 


016- 


-Ql' 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


320441 
LIB3061- 


016- 


-Ql- 


-Kl- 


-D12 


Seq. 


No. 


320442 











452 



Seq. 


ID 


LIB3061- 


•016 


-Ql 


-Kl 


-D6 


Seq. 
Seq, 


No. 
ID 


320443 
LIB3061- 


■016 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


320444 
LIB3061- 


■016' 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


320445 
LIB3061- 


■016' 


-Ql 


-Kl' 


-E2 


Seq. 
Seq. 


No. 

ID 


320446 
LIB3061- 


■016 


-Ql 


-Kl' 


-E5 


Seq. 
Seq. 


No. 

ID 


320447 
LIB3061- 


■016 


-Ql 


-Kl' 


-E6 


Seq. 
Seq. 


No. 

ID 


320448 
LIB3061- 


-016' 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


320449 
LIB3061- 


■016 


-Ql 


-Kl' 


-E9 


Seq. 
Seq. 


No. 

ID 


320450 
LIB3061- 


■016 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


320451 
LIB3061- 


■016- 


-Ql 


-Kl' 


-F12 


Seq. 
Seq. 


No. 

ID 


320452 
LIB3061- 


■016' 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


320453 
LIB3061- 


■016- 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


320454 
LIB3061- 


■016- 


-Ql 


-Kl' 


-F7 


Seq. 
Seq. 


No. 

ID 


320455 
LIB3061- 


■016- 


-Ql 


-Kl' 


-G10 


Seq. 
Seq. 


No. 

ID 


320456 
LIB3061- 


■016- 


-Ql 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


320457 
LIB3061- 


■016- 


-Ql' 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


320458 
LIB3061- 


016- 


-Ql 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


320459 
LIB3061- 


016- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


320460 
LIB3061- 


016- 


-Ql- 


-Kl- 


-G9 


Seq. 


No. 


320461 











45284 



Seq. 


ID 


LIB3061- 


■016 


-Ql 


-Kl 


-Hl 


Seq. 
Seq. 


No. 

ID 


320462 
LIB3061- 


•016 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


320463 
LIB3061- 


■016 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


320464 
LIB3061- 


■016 


-Ql 


-Kl' 


-H3 


Seq. 
Seq. 


No. 

ID 


320465 
LIB3061- 


■016 


-Ql 


-Kl' 


-H4 


Seq. 
Seq. 


No. 

ID 


320466 
LIB3061- 


-016 


-Ql 


-Kl' 


-H6 


Seq. 
Seq. 


No. 

ID 


320467 
LIB3061- 


■016' 


-Ql 


-Kl' 


-H9 


Seq. 
Seq. 


No. 

ID 


320468 
LIB3061- 


■017' 


-Ql' 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


320469 
LIB3061- 


■017' 


-Ql 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


320470 
LIB3061- 


■017 


-Ql' 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


320471 
LIB3061- 


■017- 


-Ql' 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


320472 
LIB3061- 


■017' 


-Ql' 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


320473 
LIB3061- 


■017- 


-Ql' 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


320474 
LIB3061- 


■017- 


-Ql' 


-Kl- 


-B8 


Seq. 
Seq. 


No. 
ID 


320475 
LIB3061- 


■017- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


320476 
LIB3061- 


017- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


320477 
LIB3061- 


017- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 
ID 


320478 
LIB3061- 


017- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


320479 
LIB3061- 


017- 


-Ql- 


-Kl- 


-C7 


Seq. 


No. 


320480 











45285 



Seq. ID LIB3061-017-Q1-K1-D3 

Seq. No. 320481 

Seq. ID LIB3061-017-Q1-K1-D4 

Seq. No. 320482 

Seq. ID LIB3061-017-Q1-K1-D5 

Seq. No. 320483 

Seq. ID LIB3061-017-Q1-K1-D8 

Seq. No. 320484 

Seq. ID LIB3061-017-Q1-K1-D9 

Seq. No. 320485 

Seq. ID LIB3061-017-Q1-K1-E2 

Seq. No. 320486 

Seq. ID LIB3061-017-Q1-K1-E3 

Seq. No. 320487 

Seq. ID LIB3061-017-Q1-K1-E4 

Seq. No. 320488 

Seq. ID LIB3061-017-Q1-K1-E5 

Seq. No. 320489 

Seq. ID LIB3061-017-Q1-K1-E6 

Seq. No. 320490 

Seq. ID LIB3061-017-Q1-K1-E7 

Seq. No. 320491 

Seq. ID LIB3061-017-Q1-K1-E9 

Seq. No. 320492 

Seq. ID LIB3061-017-Q1-K1-F11 

Seq. No. 320493 

Seq. ID LIB3061-017-Q1-K1-F4 
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Seq. ID LIB3061-020-Q1-K1-A4 

Seq. No. 320557 

Seq. ID LIB3061-020-Q1-K1-A8 

Seq. No. 320558 

Seq. ID LIB3061-020-Q1-K1-B1 

Seq. No. 320559 

Seq. ID LIB3061-020-Q1-K1-B11 

Seq. No. 320560 

Seq. ID LIB3061-020-Q1-K1-B5 

Seq. No. 320561 

Seq. ID LIB3061-020-Q1-K1-B7 

Seq. No. 320562 

Seq. ID LIB3061-020-Q1-K1-B9 

Seq. No. 320563 

Seq. ID LIB3061-020-Q1-K1-C1 

Seq. No. 320564 

Seq. ID LIB3061-020-Q1-K1-C10 

Seq. No. 320565 

Seq. ID LIB3061-020-Q1-K1-C4 

Seq. No. 320566 

Seq. ID LIB3061-020-Q1-K1-C6 

Seq. No. 320567 

Seq. ID LIB3061-020-Q1-K1-C7 

Seq. No. 320568 

Seq. ID LIB3061-020-Q1-K1-C8 

Seq. No. 320569 

Seq. ID LIB3061-020-Q1-K1-D1 

Seq. No. 320570 

Seq. ID LIB3061-020-Q1-K1-D10 

Seq. No. 320571 

Seq. ID LIB3061-020-Q1-K1-D12 

Seq. No. 320572 

Seq. ID LIB3061-020-Q1-K1-D5 

Seq. No. 320573 

Seq. ID LIB3061-020-Q1-K1-D6 

Seq. No. 320574 

Seq. ID LIB3061-020-Q1-K1-D7 

Seq. No. 320575 
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320680 
LIB3061 


-023 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


320681 
LIB3061 


-023' 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


320682 
LIB3061 


-023' 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


320683 
LIB3061 


-023 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 
ID 


320684 
LIB3061 


-023' 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


320685 
LIB3061 


-023 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


320686 
LIB3061 


-023 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


320687 
LIB3061- 


-023' 


-Ql 


-Kl- 


-B9 


Seq. 
Seq. 


No. 
ID 


320688 
LIB3061- 


-023- 


-Ql' 


-Kl- 


-Cll 


Seq. 


No. 


320689 
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Seq. 


ID 


LIB3061- 


023- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


320690 
LIB3061- 


023- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


320691 
LIB3061- 


023- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


320692 
LIB3061- 


023- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


320693 
LIB3061- 


023- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


320694 
LIB3061- 


023- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 
ID 


320695 
LIB3061- 


■023- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


320696 
LIB3061- 


■023- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


320697 
LIB3061- 


•023- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


320698 
LIB3061- 


•023' 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


320699 
LIB3061- 


•023 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


320700 
LIB3061- 


•023 


-Ql 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


320701 
LIB3061- 


■023 


-Ql 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


320702 
LIB3061- 


■023 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


320703 
LIB3061- 


-023 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


320704 
LIB3061- 


■023 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 
ID 


320705 
LIB3061- 


•023 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


320706 
LIB3061- 


■023 


-Ql 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


320707 
LIB3061- 


■023 


-Ql 


-Kl 


-Fl 


Seq. 


No. 


320708 











452 



Seq. 


ID 


LIB3061- 


023' 


-Ql- 


-Kl 


-F10 


Seq. 
Seq. 


No. 
ID 


320709 
LIB3061- 


023' 


-Ql- 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


320710 
LIB3061- 


023' 


-Ql- 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


320711 
LIB3061- 


023' 


-Ql- 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


320712 
LIB3061- 


023' 


-Ql- 


-Kl' 


-F3 


Seq. 
Seq. 


No. 

ID 


320713 
LIB3061- 


023' 


-Ql- 


-Kl' 


-F5 


Seq. 
Seq. 


No. 

ID 


320714 
LIB3061- 


023' 


-Ql- 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


320715 
LIB3061- 


023' 


-Ql- 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


320716 
LIB3061- 


023' 


-Ql- 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


320717 
LIB3061- 


023' 


-Ql- 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


320718 
LIB3061- 


•023 


-Ql- 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


320719 
LIB3061- 


■023 


-Ql- 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


320720 
LIB3061- 


•023 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 
ID 


320721 
LIB3061- 


■023 


-Ql- 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


320722 
LIB3061- 


023 


-Ql- 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


320723 
LIB3061- 


■023 


-Ql- 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


320724 
LIB3061- 


•024' 


-Ql- 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


320725 
LIB3061- 


■024' 


-Ql- 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


320726 
LIB3061- 


•024' 


-Ql- 


-Kl 


-A3 


Seq. 


No. 


320727 











45298 




Seq. 


ID 


LIB3061- 


024 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


320728 
LIB3061- 


024 


-Ql- 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


320729 
LIB3061- 


024 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


320730 
LIB3061- 


024 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


320731 
LIB3061- 


024 


-Ql- 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


320732 
LIB3061- 


024 


-Ql- 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


320733 
LIB3061- 


024 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


320734 
LIB3061- 


■024 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


320735 
LIB3061- 


024 


-Ql- 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


320736 
LIB3061- 


■024 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


320737 
LIB3061- 


■024 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


320738 
LIB3061- 


■024 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


320739 
LIB3061- 


■024 


-Ql- 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


320740 
LIB3061- 


024 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


320741 
LIB3061- 


024 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


320742 
LIB3061- 


■024 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


320743 
LIB3061- 


024 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 
ID 


320744 
LIB3061- 


024 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


320745 
LIB3061- 


024 


-Ql- 


-Kl- 


-Dl 


Seq. 


No. 


320746 











45299 




Seq. 


ID 


LIB3061 


-024 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 
ID 


320747 
LIB3061 


-024 


-Ql- 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


320748 
LIB3061 


-024 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


320749 
LIB3061 


-024 


-Ql- 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


320750 
LIB3061 


-024 


-Ql- 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


320751 
LIB3061 


-024 


-Ql- 


-Kl 


-D6 


Seq. 
Seq. 


No, 

ID 


320752 
LIB3061 


-024 


-Ql- 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


320753 
LIB3061 


-024 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 
ID 


320754 
LIB3061 


-024 


-Ql- 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


320755 
LIB3061 


-024 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


320756 
LIB3061- 


-024 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 
ID 


320757 
LIB3061 


-024 


-Ql- 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


320758 
LIB3061- 


-024 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


320759 
LIB3061- 


-024 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


320760 
LIB3061- 


-024 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


320761 
LIB3061- 


-024- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


320762 
LIB3061- 


-024- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


320763 
LIB3061- 


-024- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


320764 
LIB3061- 


-024- 


-Ql- 


-Kl- 


-F8 


Seq. 


No. 


320765 











45300 



Seq. 


ID 


LIB3061- 


■024 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


320766 
LIB3061- 


■024 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


320767 
LIB3061- 


■024 


-Ql 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


320768 
LIB3061- 


■024 


-Ql 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


320769 
LIB3061- 


■024 


-Ql 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


320770 
LIB3061- 


■024 


-Ql 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


320771 
LIB3061- 


■024 


-Ql' 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


320772 
LIB3061- 


■024 


-Ql' 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


320773 
LIB3061- 


■024 


-Ql' 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


320774 
LIB3061- 


■024 


-Ql' 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


320775 
LIB3061- 


■024 


-Ql' 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


320776 
LIB3061- 


025 


-Ql' 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


320777 
LIB3061- 


■025 


-Ql' 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


320778 
LIB3061- 


•025 


-Ql' 


-Kl- 


-A9 


Seq. 
Seq. 


No. 
ID 


320779 
LIB3061- 


025 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


320780 
LIB3061- 


025 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


320781 
LIB3061- 


025 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


320782 
LIB3061- 


025' 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


320783 
LIB3061- 


025- 


-Ql- 


-Kl- 


-B9 


Seq. 


No. 


320784 
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Seq. 


ID 


LIB3061 


-025' 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


320785 
LIB3061 


-025- 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


320786 
LIB3061 


-025' 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


320787 
LIB3061 


-025- 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


320788 
LIB3061 


-025- 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


320789 
LIB3061 


-025' 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


320790 
LIB3061 


-025' 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


320791 
LIB3061 


-025- 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


320792 
LIB3061 


-025- 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


320793 
LIB3061 


-025- 


-Ql 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


320794 
LIB3061 


-025- 


-Ql 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


320795 
LIB3061 


-025- 


-Ql 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


320796 
LIB3061 


-025- 


-Ql- 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


320797 
LIB3061 


-025- 


-Ql' 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


320798 
LIB3061 


-025- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


320799 
LIB3061 


-025- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


320800 
LIB3061- 


-025- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 
ID 


320801 
LIB3061- 


-025- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 
ID 


320802 
LIB3061- 


-025- 


-Ql- 


-Kl- 


-F6 


Seq. 


No. 


320803 











45302 



Seq. 


ID 


LIB3061- 


025- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


320804 
LIB3061- 


025- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
JD 


320805 
LIB3061- 


025- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


320806 
LIB3061- 


025- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


320807 
LIB3061- 


■025- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


320808 
LIB3061- 


■025- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


320809 
LIB3061- 


■025- 


-Ql 


-Kl' 


-G7 


Seq. 
Seq. 


No. 
ID 


320810 
LIB3061- 


■025' 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


320811 
LIB3061- 


■025 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


320812 
LIB3061- 


-025 


-Ql 


-Kl' 


-H5 


Seq. 
Seq. 


No. 

ID 


320813 
LIB3061- 


■025 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


320814 
LIB3061- 


■026 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


320815 
LIB3061- 


■026 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


320816 
LIB3061- 


■026 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


320817 
LIB3061- 


■026 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


320818 
LIB3061- 


■026 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


320819 
LIB3061- 


■026 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


320820 
LIB3061- 


•026 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


320821 
LIB3061- 


•026 


-Ql 


-Kl 


-B9 


Seq. 


No. 


320822 











45303 



€> 



Seq. 


ID 


LIB3061- 


-026- 


■Ql- 


■Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


320823 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


320824 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


320825 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


NO. 

ID 


320826 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


320827 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


320828 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


320829 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 
ID 


320830 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


320831 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


320832 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


320833 
LIB3061- 


-026- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


320834 
LIB3061- 


-026- 


-Ql- 


-Kl' 


-E12 


Seq. 
Seq. 


No. 

ID 


320835 
LIB3061- 


-026- 


-Ql- 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


320836 
LIB306L 


-026- 


-Ql- 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


320837 
LIB3061 


-026- 


-Ql' 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


320838 
LIB3061 


-026' 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


320839 
LIB3061 


-026 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


320840 
LIB3061 


-026 


-Ql 


-Kl 


-Fll 


Seq. 


No. 


320841 











45304 



Seq. 


ID 


LIB3061 


-026- 


-Ql 


-Kl 


-F4 


Seq. 


No. 


320842 










Seq. 


ID 


LIB3061- 


-026- 


■Ql 


-Kl 


-F6 


Seq. 


No. 


320843 










Seq. 


ID 


LIB3061' 


-026- 


■Ql 


-Kl 


-F8 


Seq. 


No. 


320844 










Seq. 


ID 


LIB3061- 


-026- 


■Ql 


-Kl 


-F9 


Seq. 


No. 


320845 










Seq. 


ID 


LIB3061- 


-026- 


•Ql 


-Kl 


-G10 


Seq. 


No. 


320846 










Seq. 


ID 


LIB3061- 


-026- 


■Ql 


-Kl 


-Gil 


Seq. 


No. 


320847 










Seq. 


ID 


LIB3061- 


-026- 


■Ql 


-Kl 


-G12 


Seq. 


No. 


320848 










Seq. 


ID 


LIB3061- 


-026- 


■Ql 


-Kl 


-G4 


Seq. 


No. 


320849 










Seq. 


ID 


LIB3061- 


-026- 


■Ql 


-Kl 


-G7 


Seq. 


No. 


320850 










Seq. 


ID 


LIB3061- 


-026- 


■Ql 


-Kl 


-Hll 


Seq. 


No. 


320851 










Seq. 


ID 


LIB3061- 


-026- 


■Ql 


-Kl 


-H12 


Seq. 


No. 


320852 










Seq. 


ID 


LIB3061- 


-026- 


■Ql 


-Kl 


-H2 


Seq. 


No. 


320853 










Seq. 


ID 


LIB3061 


-026- 


-Ql 


-Kl 


-H5 


Seq. 


No. 


320854 










Seq . 


ID 


LIB3061- 


-026- 


■Ql 


-Kl 


-H7 


Seq. 


No. 


320855 










Seq. 


ID 


LIB3061- 


-026- 


■Ql 


-Kl- 


-H8 


Seq. 


No. 


320856 










Seq. 


ID 


LIB3061- 


-027- 


■Ql- 


-Kl- 


-A10 


Seq. 


No. 


320857 










Seq. 


ID 


LIB3061- 


-027- 


■Ql- 


-Kl 


-A12 


Seq. 


No. 


320858 










Seq. 


ID 


LIB3061- 


-027- 


■Ql- 


-Kl- 


-A3 


Seq. 


No. 


320859 










Seq. 


ID 


LIB3061- 


-027- 


■Ql- 


-Kl- 


-Bl 


Seq. 


No. 


320860 











45305 




Seq. 


ID 


LIB3061- 


■027 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


320861 
LIB3061- 


•027 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 
ID 


320862 
LIB3061- 


■027 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


320863 
LIB3061- 


•027 


-Ql' 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


320864 
LIB3061- 


•027 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


320865 
LIB3061- 


•027 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


320866 
LIB3061- 


■027 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 
ID 


320867 
LIB3061- 


■027 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


320868 
LIB3061- 


■027 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


320869 
LIB3061- 


■027 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


320870 
LIB3061- 


■027 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


320871 
LIB3061- 


■027 


-Ql' 


-Kl 


-D5 


Seq. 
Seq. 


No. 
ID 


320872 
LIB3061- 


•027 


-Ql' 


-Kl 


-D6 


Seq. 
Seq. 


No. 
ID 


320873 
LIB3061- 


027 


-Ql 


-Kl' 


-D9 


Seq. 
Seq. 


No. 

ID 


320874 
LIB3061- 


■027 


-Ql' 


-Kl' 


-Ell 


Seq. 
Seq. 


No. 
ID 


320875 
LIB3061- 


027 


-Ql' 


-K1- 


-E2 


Seq. 
Seq. 


No. 

ID 


320876 
LIB3061- 


027 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


320877 
LIB3061- 


027' 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


320878 
LIB3061- 


027- 


-Ql- 


-Kl- 


-E6 


Seq. 


No. 


320879 











45306 



Seq. ID LIB3061-027-Q1-K1-F1 

Seq. No. 320880 

Seq. ID LIB3061-027-Q1-K1-F3 

Seq. No. 320881 

Seq. ID LIB3061-027-Q1-K1-F7 

Seq. No. 320882 

Seq. ID LIB3061-027-Q1-K1-F8 

Seq. No. 320883 

Seq. ID LIB3061-027-Q1-K1-F9 

Seq. No. 320884 

Seq. ID LIB3061-027-Q1-K1-G10 

Seq. No. 320885 

Seq. ID LIB3061-027-Q1-K1-G2 

Seq. No. 320886 

Seq. ID LIB3061-027-Q1-K1-G3 

Seq. No. 320887 

Seq. ID LIB3061-027-Q1-K1-G4 

Seq. No. 320888 

Seq. ID LIB3061-027-Q1-K1-G7 

Seq. No. 320889 

Seq. ID LIB3061-027-Q1-K1-H11 

Seq. No. 320890 

Seq. ID LIB3061-027-Q1-K1-H12 

Seq. No. 320891 

Seq. ID LIB3061-027-Q1-K1-H5 

Seq. No. 320892 

Seq. ID LIB3061-027-Q1-K1-H6 

Seq. No. 320893 

Seq. ID LIB3061-028-Q1-K1-A1 

Seq. No. 320894 

Seq. ID LIB3061-028-Q1-K1-A12 

Seq. No. 320895 

Seq. ID LIB3061-028-Q1-K1-A2 

Seq. No. 320896 

Seq. ID LIB3061-028-Q1-K1-A4 

Seq. No. 320897 

Seq. ID LIB3061-028-Q1-K1-B11 

Seq. No. 320898 



45307 



Seq. 


ID 


LIB3061- 


028- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


320899 
LIB3061- 


028- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 
ID 


320900 
LIB3061- 


028- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


320901 
LIB3061- 


028- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


320902 
LIB3061- 


028- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


320903 
LIB3061- 


■028- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 
ID 


320904 
LIB3061- 


■028- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


320905 
LIB3061- 


■028- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


320906 
LIB3061- 


■028- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 
ID 


320907 
LIB3061- 


•028 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


320908 
LIB3061- 


■028 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


320909 
LIB3061- 


-028 


-Ql- 


-Kl 


-D12 


Seq. 
Seq. 


No. 
ID 


320910 
LIB3061- 


-028 


-Ql- 


-Kl' 


-D7 


Seq. 
Seq. 


No. 

ID 


320911 
LIB3061- 


-028 


-Ql 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


320912 
LIB3061- 


-028 


-Ql 


-Kl' 


-El 


Seq. 
Seq. 


No. 

ID 


320913 
LIB3061- 


-028 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


320914 
LIB3061- 


-028 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


320915 
LIB3061- 


-028 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


320916 
LIB3061- 


-028 


-Ql 


-Kl 


-E9 


Seq. 


No. 


320917 











45308 



Seq. 


ID 


LIB3061- 


-028- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


320918 
LIB3061- 


-028- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


320919 
LIB3061- 


-028- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


320920 
LIB3061- 


-028- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


320921 
LIB3061- 


-028- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


320922 
LIB3061- 


-028- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


320923 
LIB3061- 


-028- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


320924 
LIB3061- 


-028- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


320925 
LIB3061- 


-028- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


320926 
LIB3061- 


-028- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


320927 
LIB3061- 


-028- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


320928 
LIB3061- 


-028 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


320929 
LIB3061- 


-028 


-Ql- 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


320930 
LIB3061 


-028 


-Ql- 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


320931 
LIB3061- 


-028 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


320932 
LIB3061 


-028 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


320933 
LIB3061 


-028 


-QL 


-Kl 


-H10 


Seer. 
Seq. 


No. 

ID 


320934 
LIB3061 


-028 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


320935 
LIB3061 


-028 


-Ql 


-Kl 


-H8 


Seq. 


No. 


320936 











4530 



Seq. 


ID 


LIB3061- 


■028 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


320937 
LIB3061- 


■029 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


320938 
LIB3061- 


■029 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


320939 
LIB3061- 


-029 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


320940 
LIB3061- 


■029' 


-Ql 


-Kl' 


-A4 


Seq. 
Seq. 


No. 

ID 


320941 
LIB3061- 


■029- 


-Ql 


-Kl' 


-A7 


Seq. 
Seq. 


No. 
ID 


320942 
LIB3061- 


•029- 


-Ql 


-Kl' 


-A8 


Seq. 
Seq. 


No. 

ID 


320943 
LIB3061- 


•029- 


-Ql- 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


320944 
LIB3061- 


■029- 


-Ql' 


-Kl' 


-Bl 


Seq. 
Seq. 


No. 

ID 


320945 
LIB3061- 


■029- 


-Ql' 


-Kl' 


-B2 


Seq. 
Seq. 


No. 

ID 


320946 
LIB3061- 


•029- 


-Ql- 


-Kl' 


-B3 


Seq. 
Seq. 


No. 
ID 


320947 
LIB3061- 


■029- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


320948 
LIB3061- 


■029- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


320949 
LIB3061- 


029- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


320950 
LIB3061- 


029- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


320951 
LIB3061- 


029- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


320952 
LIB3061- 


029- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


320953 
LIB3061- 


029- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


320954 
LIB3061- 


029- 


-Ql- 


-Kl- 


-C3 


Seq. 


No. 


320955 











45310 




Seq. 


ID 


LIB3061 


-029- 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 
ID 


320956 
LIB3061 


-029- 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 
ID 


320957 
LIB3061 


-029' 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


320958 
LIB3061 


-029- 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


320959 
LIB3061 


-029- 


-Ql 


-Kl- 


-D4 


Seq. 
Seq. 


No. 
ID 


320960 
LIB3061 


-029- 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


320961 
LIB3061 


-029- 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


320962 
LIB3061- 


-029- 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


320963 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


320964 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


320965 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


320966 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


320967 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


320968 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


320969 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


320970 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


320971 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


320972 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


320973 
LIB3061- 


-029- 


-Ql- 


-Kl- 


-F6 


Seq. 


No. 


320974 











45311 



Seq. 


ID 


LIB3061- 


029- 


-Ql 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


320975 
LIB3061- 


029- 


-Ql 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


320976 
LIB3061- 


029- 


-Ql 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


320977 
LIB3061- 


029' 


-Ql 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


320978 
LIB3061- 


029' 


-Ql 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


320979 
LIB3061- 


029- 


-Ql 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


320980 
LIB3061- 


029' 


-Ql 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


320981 
LIB3061- 


029' 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


320982 
LIB3061- 


029- 


-Ql 


-Kl- 


-HI 


Seq. 
Seq. 


No. 
ID 


320983 
LIB3061- 


029' 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


320984 
LIB3061- 


■029' 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


320985 
LIB3061- 


■029- 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 
ID 


320986 
LIB3061- 


029' 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 
ID 


320987 
LIB3061- 


029' 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 
ID 


320988 
LIB3061- 


■030- 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 
ID 


320989 
LIB3061- 


030- 


-Ql 


-Kl' 


-A3 


Seq. 
Seq. 


No. 

ID 


320990 
LIB3061- 


030' 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


320991 
LIB3061- 


030- 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


320992 
LIB3061- 


030' 


-Ql 


-Kl 


-B10 


Seq. 


No. 


320993 











45312 




Seq. 


ID 


LIB3061- 


030- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


320994 
LIB3061- 


030- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


320995 
LIB3061- 


030- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 
ID 


320996 
LIB3061- 


030- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


320997 
LIB3061- 


030- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 
ID 


320998 
LIB3061- 


■030- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


320999 
LIB3061- 


■030- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


321000 
LIB3061- 


■030- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


321001 
LIB3061- 


■030- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


321002 
LIB3061- 


■030- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


321003 
LIB3061- 


■030 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


321004 
LIB3061- 


■030 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


321005 
LIB3061- 


-030 


-Ql 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


321006 
LIB3061- 


-030 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


321007 
LIB3061- 


■030 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


321008 
LIB3061- 


-030 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


321009 
LIB3061- 


-030 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


321010 
LIB3061- 


-030 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


321011 
LIB3061- 


-030 


-Ql 


-Kl 


-D7 


Seq. 


No. 


321012 











45313 



Seq. 


ID 


LIB3061- 


030- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


321013 
LIB3061- 


030- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


321014 
LIB3061- 


030- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


321015 
LIB3061- 


030- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


321016 
LIB3061- 


030- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 
ID 


321017 
LIB3061- 


■030- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


321018 
LIB3061- 


■030- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


321019 
LIB3061- 


030- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


321020 
LIB3061- 


■030- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


321021 
LIB3061- 


■030- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


321022 
LIB3061- 


■030' 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


321023 
LIB3061- 


■030- 


-Ql 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


321024 
LIB3061- 


-031 


-Ql 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


321025 
LIB3061- 


-031 


-Ql 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


321026 
LIB3061- 


-031 


-Ql 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


321027 
LIB3061- 


-031 


-Ql 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


321028 
LIB3061- 


-031 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 
ID 


321029 
LIB3061- 


-031 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


321030 
LIB3061- 


-031 


-Ql 


-Kl 


-A8 


Seq. 


No. 


321031 











45314 




Seq. 


ID 


LIB3061- 


031- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


321032 
LIB3061- 


031- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


321033 
LIB3061- 


031- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


321034 
LIB3061- 


031- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


321035 
LIB3061- 


031- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


321036 
LIB3061- 


■031- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


321037 
LIB3061- 


•031- 


-Ql- 
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Seq. ID LIB3061-032-Q1-K1-E3 

Seq. No. 321108 

Seq. ID LIB3061-032-Q1-K1-E5 

Seq. No. 321109 

Seq. ID LIB3061-032-Q1-K1-E6 

Seq. No. 321110 

Seq. ID LIB3061-032-Q1-K1-E7 

Seq. No. 321111 

Seq. ID LIB3061-032-Q1-K1-E8 

Seq. No. 321112 

Seq. ID LIB3061-032-Q1-K1-F10 

Seq. No. 321113 

Seq. ID LIB3061-032-Q1-K1-F12 

Seq. No. 321114 

Seq. ID LIB3061-032-Q1-K1-F4 

Seq. No. 321115 

Seq. ID LIB3061-032-Q1-K1-G1 

Seq. No. 321116 

Seq. ID LIB3061-032-Q1-K1-G10 

Seq. No. 321117 

Seq. ID LIB3061-032-Q1-K1-G11 

Seq. No. 321118 

Seq. ID LIB3061-032-Q1-K1-G12 

Seq. No. 321119 

Seq. ID LIB3061-032-Q1-K1-G2 

Seq. No. 321120 

Seq. ID LIB3061-032-Q1-K1-G5 

Seq. No. 321121 

Seq. ID LIB3061-032-Q1-K1-G8 

Seq. No. 321122 

Seq. ID LIB3061-032-Q1-K1-G9 

Seq. No. 321123 

Seq. ID LIB3061-032-Q1-K1-H1 

Seq. No. 321124 

Seq. ID LIB3061-032-Q1-K1-H2 

Seq. No. 321125 

Seq. ID LIB3061-032-Q1-K1-H7 

Seq. No. 321126 
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Seq. ID LIB3061-034-Q1-K1-A12 

Seq. No. 321165 

Seq. ID LIB3061-034-Q1-K1-A2 

Seq. No. 321166 

Seq. ID LIB3061-034-Q1-K1-A3 

Seq. No. 321167 

Seq. ID LIB3061-034-Q1-K1-A4 

Seq. No. 321168 

Seq. ID LIB3061-034-Q1-K1-A6 

Seq. No. 321169 

Seq. ID LIB3061-034-Q1-K1-A9 

Seq. No. 321170 

Seq. ID LIB3061-034-Q1-K1-B2 

Seq. No. 321171 

Seq. ID LIB3061-034-Q1-K1-B3 

Seq. No. 321172 

Seq. ID LIB3061-034-Q1-K1-B6 

Seq. No. 321173 

Seq. ID LIB3061-034-Q1-K1-C1 

Seq. No. 321174 

Seq. ID LIB3061-034-Q1-K1-C10 

Seq. No. 321175 

Seq. ID LIB3061-034-Q1-K1-C11 

Seq. No. 321176 

Seq. ID LIB3061-034-Q1-K1-C12 

Seq. No. 321177 

Seq. ID LIB3061-034-Q1-K1-C2 

Seq. No. 321178 

Seq. ID LIB3061-034-Q1-K1-C3 

Seq. No. 321179 

Seq. ID LIB3061-034-Q1-K1-D1 

Seq. No. 321180 

Seq. ID LIB3061-034-Q1-K1-D12 
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ID 


321752 
LIB3061- 


047- 


-Ql- 


-Kl- 


-F2 


Seq. 


No. 


321753 











45352 




Seq. 


ID 


LIB3061- 


-047 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


321754 
LIB3061- 


-047 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


321755 
LIB3061- 


-047 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


321756 
LIB3061- 


-047 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


321757 
LIB3061- 


-047 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


321758 
LIB3061- 


-047 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


321759 
LIB3061- 


-047 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


321760 
LIB3061- 


-047 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


321761 
LIB3061- 


-047 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


321762 
LIB3061- 


-047 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


321763 
LIB3061 


-047 


-Ql' 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 
ID 


321764 
LIB3061 


-047 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


321765 
LIB3061- 


-048 


-Ql 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


321766 
LIB3061 


-048 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


321767 
LIB3061 


-048 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


321768 
LIB3061 


-048 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


321769 
LIB3061 


-048 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


321770 
LIB3061 


-048 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


321771 
LIB3061 


-048 


-Ql' 


-Kl 


-Bll 


Seq. 


No. 


321772 











45353 



Seq. 


ID 


LIB3061- 


04? 




-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


321773 
LIB3061- 


04? 


i-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


321774 
LIB3061- 


04? 


i-Qi- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 
ID 


321775 
LIB3061- 


04? 


5-Q1- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


321776 
LIB3061- 


04^ 


i-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


321777 
LIB3061- 


04£ 


J-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


321778 
LIB3061- 


■04? 


3-Q1 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


321779 
LIB3061- 


•04£ 


3-Q1 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


321780 
LIB3061- 


04? 


3-Q1- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


321781 
LIB3061- 


■04? 


3-Q1 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 
ID 


321782 
LIB3061- 


■04? 


3-Q1- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


321783 
LIB3061- 


■04? 


3-Q1 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 
ID 


321784 
LIB3061- 


■04? 


3-Q1 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


321785 
LIB3061- 


■046 


J-Ql 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


321786 
LIB3061- 


■04? 


3-Q1- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


321787 
LIB3061- 


■04? 


5-Q1- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


321788 
LIB3061- 


■04? 


J-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


321789 
LIB3061- 


■04? 


3-Q1- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


321790 
LIB3061- 


■04? 


J-Ql- 


-Kl- 


-E8 


Seq. 


No. 


321791 











45354 



Seq. ID LIB3061-048-Q1-K1-E9 

Seq. No. 321792 

Seq. ID LIB3061-048-Q1-K1-F1 

Seq. No. 321793 

Seq. ID LIB3061-048-Q1-K1-F12 

Seq. No. 321794 

Seq. ID LIB3061-048-Q1-K1-F2 

Seq. No. 321795 

Seq. ID LIB3061-048-Q1-K1-F3 

Seq. No. 321796 

Seq. ID LIB3061-048-Q1-K1-F4 

Seq. No. 321797 

Seq. ID LIB3061-048-Q1-K1-F5 

Seq. No. 321798 

Seq. ID LIB3061-048-Q1-K1-F7 

Seq. No. 321799 

Seq. ID LIB3061-048-Q1-K1-F9 

Seq. No. 321800 

Seq. ID LIB3061-048-Q1-K1-G11 

Seq. No. 321801 

Seq. ID LIB3061-048-Q1-K1-G12 

Seq. No. 321802 

Seq. ID LIB3061-048-Q1-K1-G5 

Seq. No. 321803 

Seq. ID LIB3061-048-Q1-K1-H1 

Seq. No. 321804 

Seq. ID LIB3061-048-Q1-K1-H2 

Seq. No. 321805 

Seq. ID LIB3061-048-Q1-K1-H3 

Seq. No. 321806 

Seq. ID LIB3061-048-Q1-K1-H4 

Seq. No. 321807 

Seq. ID LIB3061-048-Q1-K1-H9 

Seq. No. 321808 

Seq. ID LIB3061-049-Q1-K1-A1 

Seq. No. 321809 

Seq. ID LIB3061-049-Q1-K1-A10 

Seq. No. 321810 



45355 




Seq. 


ID 


LIB3061- 


-049 


-Ql 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


321811 
LIB3061- 


-049' 


-Ql 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


321812 
LIB3061- 


-049- 


-Ql 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


321813 
LIB3061- 


-049- 


-Ql 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


321814 
LIB3061- 


-049- 


-Ql 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


321815 
LIB3061- 


-049' 


-Ql 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


321816 
LIB3061- 


-049- 


-Ql 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


321817 
LIB3061- 


-049' 


-Ql 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


321818 
LIB3061- 


-049- 


-Ql 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


321819 
LIB3061- 


-049- 


-Ql 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


321820 
LIB3061- 


-049' 


-Ql 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


321821 
LIB3061- 


-049' 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


321822 
LIB3061- 


-049' 


-Ql 


-Kl- 


-C2 


Seq. 
Seq. 


No. 
ID 


321823 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 
ID 


321824 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


321825 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


321826 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


321827 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


321828 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-D10 


Seq. 


No. 


321829 











45356 



o 



Seq. 


ID 


LIB3061- 


-049- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


321830 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


321831 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


321832 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


321833 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


321834 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


321835 
LIB3061- 


-049' 


-Ql. 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


321836 
LIB3061- 


-049- 


-Ql- 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


321837 
LIB3061 


-049- 


-Ql- 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


321838 
LIB3061 


-049- 


-Ql- 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


321839 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No* 

ID 


321840 
LIB3061- 


-049- 


-Ql- 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


321841 
LIB3061- 


-049- 


-Ql- 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


321842 
LIB3061- 


-049- 


-Ql- 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


321843 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


321844 
LIB3061- 


-049- 


-Ql- 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


321845 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


321846 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


321847 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-G2 


Seq. 


No. 


321848 











45357 




Seq. 


ID 


LIB3061- 


•049- 


-Ql- 


■Kl- 


■G3 


Seq. 
Seq. 


No. 
ID 


321849 
LIB3061- 


•049- 


-Ql- 


■Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


321850 
LIB3061- 


■049- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


321851 
LIB3061- 


■049- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


321852 
LIB3061- 


-049- 


-Ql- 


•Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


321853 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


321854 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


321855 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


321856 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


321857 
LIB3061- 


-049- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


321858 
LIB3061- 


-050- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


321859 
LIB3061- 


-050- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 
ID 


321860 
LIB3061- 


-050- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


321861 
LIB3061- 


-050' 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


321862 
LIB3061- 


-050 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


321863 
LIB3061- 


-050 


-Ql' 


-Kl' 


-Bl 


Seq. 
Seq. 


No. 

ID 


321864 
LIB3061- 


-050 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


321865 
LIB3061- 


-050 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


321866 
LIB3061- 


-050 


-Ql 


-Kl 


-B7 


Seq. 


No. 


321867 











45358 



Seq. 


ID 


LIB3061- 


-050- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 
ID 


321868 
LIB3061- 


-050- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


321869 
LIB3061- 


-050- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 
ID 


321870 
LIB3061- 


-050- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


321871 
LIB3061- 


-050- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


321872 
LIB3061- 


-050- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


321873 
LIB3061- 


-050' 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


321874 
LIB3061- 


-050' 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


321875 
LIB3061- 


-050 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


321876 
LIB3061- 


-050 


-Ql 


-Kl' 


-El 


Seq. 
Seq. 


No. 

ID 


321877 
LIB3061- 


-050 


-Ql- 


-Kl 


-E12 


Seq. 
Seq. 


No. 
ID 


321878 
LIB3061 


-050 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


321879 
LIB3061 


-050 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


321880 
LIB3061 


-050 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


321881 
LIB3061 


-050 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


321882 
LIB3061 


-050 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


321883 
LIB3061 


-050 


-Ql' 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


321884 
LIB3061 


-050 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


321885 
LIB3061 


-050 


-Ql 


-Kl 


-F3 


Seq. 


No. 


321886 











4535 



Seq. 


ID 


LIB3061- 


■050 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


321887 
LIB3061- 


■050 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


321888 
LIB3061- 


■050 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


321889 
LIB3061- 


■050 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


321890 
LIB3061- 


■050 


-Ql- 


-Kl 


-G2 


Seq. 
Seq. 


No. 
ID 


321891 
LIB3061- 


■050 


-Ql' 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


321892 
LIB3061- 


•050 


-Ql- 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


321893 
LIB3061- 


■050 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


321894 
LIB3061- 


■050 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


321895 
LIB3061- 


■050 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


321896 
LIB3061- 


■050 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


321897 
LIB3061- 


■051- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


321898 
LIB3061- 


■051- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


321899 
LIB3061- 


•051- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


321900 
LIB3061- 


■051- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


321901 
LIB3061- 


051- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


321902 
LIB3061- 


051- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


321903 
LIB3061- 


051- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


321904 
LIB3061- 


051- 


-Ql- 


-Kl- 


-B6 


Seq. 


No. 


321905 











45360 



Seq. 


ID 


LIB3061- 


051 


-Ql 


-Kl' 


-B7 


Seq. 
Seq. 


No. 

ID 


321906 
LIB3061- 


051 


-Ql 


-Kl' 


-B8 


Seq. 
Seq. 


No. 
ID 


321907 
LIB3061- 


051 


-Ql 


-Kl' 


-C10 


Seq. 
Seq. 


No. 

ID 


321908 
LIB3061- 


051 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 
ID 


321909 
LIB3061- 


051 


-Ql 


-Kl' 


-C3 


Seq. 
Seq. 


No. 

ID 


321910 
LIB3061- 


051 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


321911 
LIB3061- 


051 


-Ql 


-Kl' 


-C5 


Seq. 
Seq. 


No. 

ID 


321912 
LIB3061- 


051 


-Ql 


-Kl' 


-Dll 


Seq. 
Seq. 


No. 
ID 


321913 
LIB3061- 


051 


-Ql 


-Kl' 


-D2 


Seq. 
Seq. 


No. 

ID 


321914 
LIB3061- 


051 


-Ql 


-Kl' 


-D6 


Seq. 
Seq. 


No. 

ID 


321915 
LIB3061- 


051 


-Ql 


-Kl' 


-D7 


Seq. 
Seq. 


No. 

ID 


321916 
LIB3061- 


•051 


-Ql 


-Kl' 


-El 


Seq. 
Seq. 


No. 

ID 


321917 
LIB3061- 


■051 


-Ql 


-Kl' 


-E10 


Seq. 
Seq. 


No. 

ID 


321918 
LIB3061- 


•051 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


321919 
LIB3061- 


051 


-Ql 


-Kl' 


-E4 


Seq. 
Seq. 


No. 

ID 


321920 
LIB3061- 


051 


-Ql 


-Kl' 


-E6 


Seq. 
Seq. 


No. 

ID 


321921 
LIB3061- 


051' 


-Ql 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


321922 
LIB3061- 


051- 


-Ql' 


-Kl- 


-F10 


Seq. 
Seq. 


No. 
ID 


321923 
LIB3061- 


051' 


-Ql' 


-Kl- 


-Fll 


Seq. 


No. 


321924 











45361 



Seq. ID LIB3061-051-Q1-K1-F12 

Seq. No. 321925 

Seq. ID LIB3061-051-Q1-K1-F3 

Seq. No. 321926 

Seq. ID LIB3061-051-Q1-K1-F4 

Seq. No. 321927 

Seq. ID LIB3061-051-Q1-K1-F5 

Seq. No. 321928 

Seq. ID LIB3061-051-Q1-K1-G1 

Seq. No. 321929 

Seq. ID LIB3061-051-Q1-K1-G12 

Seq. No. 321930 

Seq. ID LIB3061-051-Q1-K1-G2 

Seq. No. 321931 

Seq. ID LIB3061-051-Q1-K1-G5 

Seq. No. 321932 

Seq. ID LIB3061-051-Q1-K1-G6 

Seq. No. 321933 

Seq. ID LIB3061-051-Q1-K1-G9 

Seq. No. 321934 

Seq. ID LIB3061-051-Q1-K1-H10 

Seq. No. 321935 

Seq. ID LIB3061-051-Q1-K1-H7 

Seq. No. 321936 

Seq. ID LIB3061-051-Q1-K1-H8 
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-Kl 


-G2 


Seq. 


No. 


322114 












Seq. 


ID 


LIB3061- 


-055- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


322115 
LIB3061- 


-055- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


322116 
LIB3061- 


-055- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


322117 
LIB3061- 


-055- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


322118 
LIB3061- 


-055- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


322119 
LIB3061- 


-055- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


322120 
LIB3061- 


-055- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


322121 
LIB3061- 


-055- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


322122 
LIB3061- 


-055- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


322123 
LIB3061- 


-056- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 
ID 


322124 
LIB3061- 


-056- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


322125 
LIB3061- 


-056- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


322126 
LIB3061- 


-056- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


322127 
LIB3061- 


-056- 


-Ql' 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


322128 
LIB3061- 


-056- 


-Ql' 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


322129 
LIB3061- 


-056- 


-Ql' 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


322130 
LIB3061- 


-056' 


-Ql 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


322131 
LIB3061 


-056 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 
ID 


322132 
LIB3061 


-056 


-Ql 


-Kl 


-B4 


Seq. 


No. 


322133 











45372 



# 



Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 



LIB3061-056-Q1-K1-B5 
322134 

LIB3061-056-Q1-K1-B8 
322135 

LIB3061-056-Q1-K1-C1 
322136 

LIB3061-056-Q1-K1-C10 
322137 

LIB3061-056-Q1-K1-C11 

322138 

LIB3061-056-Q1-K1-C2 
322139 

LIB3061-056-Q1-K1-C3 
322140 

LIB3061-056-Q1-K1-C4 
322141 

LIB3061-056-Q1-K1-C5 
322142 

LIB3061-056-Q1-K1-C6 
322143 

LIB3061-056-Q1-K1-D11 
322144 

LIB3061-056-Q1-K1-D12 
322145 

LIB3061-056-Q1-K1-D2 
322146 

LIB3061-056-Q1-K1-D6 
322147 

LIB3061-056-Q1-K1-D9 
322148 

LIB3061-056-Q1-K1-E10 
322149 

LIB3061-056-Q1-K1-E3 
322150 

LIB3061-056-Q1-K1-E7 
322151 

LIB3061-056-Q1-K1-F1 
322152 



45373 




Seq. 


ID 


LIB3061- 


056- 


Ql- 


Kl- 


Fll 


Seq. 
Seq. 


No. 

ID 


322153 
LIB3061- 


056- 


Ql- 


Kl- 


F12 


Seq. 
Seq. 


No. 

ID 


322154 
LIB3061- 


056- 


-Ql- 


Kl- 


F4 


Seq. 
Seq. 


NO. 

ID 


322155 
LIB3061- 


056- 


-Ql- 


Kl- 


F7 


Seq. 
Seq. 


No. 

ID 


322156 
LIB3061- 


■056- 


-Ql- 


•Kl- 


■Gl 


Seq. 
Seq. 


No. 

ID 


322157 
LIB3061- 


-056- 


-Ql- 


■Kl- 


•G10 


Seq. 
Seq. 


No. 

ID 


322158 
LIB3061- 


-056- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


322159 
LIB3061- 


-056- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


322160 
LIB3061- 


-056- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


322161 
LIB3061- 


-056- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


322162 
LIB3061- 


-056- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


322163 
LIB3061- 


-056- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


322164 
LIB3061- 


-056 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


322165 
LIB3061- 


-056 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


322166 
LIB3061- 


-056 


-Ql 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


322167 
LIB3061 


-057 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


322168 
LIB3061 


-057 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


322169 
LIB3061 


-057 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


322170 
LIB3061 


-057 


-Ql 


-Kl 


-A4 


Seq. 


No. 


322171 











45374 



Seq. 


ID 


LIB3061- 


057- 


-Ql- 


■Kl- 


■A6 


Seq. 
Seq. 


No. 

ID 


322172 
LIB3061- 


057- 


-Ql- 


■Kl- 


■A9 


Seq. 
Seq. 


No. 

ID 


322173 
LIB3061- 


•057- 


-Ql- 


■Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


322174 
LIB3061- 


■057- 


-Ql- 


-Kl- 


•B3 


Seq. 
Seq. 


No. 

ID 


322175 
LIB3061- 


■057- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


322176 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


322177 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


322178 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


322179 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


322180 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


322181 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 
ID 


322182 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


322183 
LIB3061- 


-057 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 
ID 


322184 
LIB3061- 


-057 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


322185 
LIB3061- 


-057 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


322186 
LIB3061- 


-057 


-Ql 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


322187 
LIB3061- 


-057 


-Ql' 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


322188 
LIB3061- 


-057 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


322189 
LIB3061- 


-057 


-Ql 


-Kl 


-E12 


Seq. 


No. 


322190 











45375 




Seq. 


ID 


LIB3061- 


-057- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


322191 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


322192 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


322193 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


322194 
LIB3061- 


-057- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


322195 
LIB3061- 


-057' 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


322196 
LIB3061- 


-057 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


322197 
LIB3061- 


-057 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


322198 
LIB3061- 


-057 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


322199 
LIB3061- 


-057 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


322200 
LIB3061- 


-057 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


322201 
LIB3061- 


-057 


-Ql- 


-Kl' 


-G7 


Seq. 
Seq. 


No. 
ID 


322202 
LIB3061 


-057 


-Ql 


-Kl' 


-G8 


Seq. 
Seq. 


No. 

ID 


322203 
LIB3061 


-057 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


322204 
LIB3061 


-057 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


322205 
LIB3061 


-057 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


322206 
LIB3061 


-057 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


322207 
LIB3061 


-057 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


322208 
LIB3061 


-058 


-Ql 


-Kl 


-Al 


Seq. 


No. 


322209 











45376 



# 



Seq. 


ID 


LIB3061- 


-058- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


322210 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 
ID 


322211 
LIB3061- 


-058- 


-Ql- 


■Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


322212 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


322213 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


322214 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


322215 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


322216 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


322217 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


322218 
LIB3061- 


-058 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


322219 
LIB3061- 


-058 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 
ID 


322220 
LIB3061- 


-058 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


322221 
LIB3061- 


-058 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


322222 
LIB3061- 


-058 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


322223 
LIB3061- 


-058 


-Ql- 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


322224 
LIB3061 


-058 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


322225 
LIB3061 


-058 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


322226 
LIB3061 


-058 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


322227 
LIB3061 


-058 


-Ql 


-Kl 


-D9 


Seq. 


No. 


322228 











45377 




Seq. 


ID 


LIB3061- 


058' 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


322229 
LIB3061- 


058 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


322230 
LIB3061- 


058 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


322231 
LIB3061- 


058 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


322232 
LIB3061- 


058 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


322233 
LIB3061- 


058 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


322234 
LIB3061- 


■058 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


322235 
LIB3061- 


058 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


322236 
LIB3061- 


•058 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


322237 
LIB3061- 


■058 


-Ql 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


322238 
LIB3061- 


•058 


-Ql 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


322239 
LIB3061- 


■058 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


322240 
LIB3061- 


•058 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


322241 
LIB3061- 


•058 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


322242 
LIB3061- 


■058 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


322243 
LIB3061- 


■058 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


322244 
LIB3061- 


■058 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


322245 
LIB3061- 


■058 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


322246 
LIB3061- 


■058 


-Ql 


-Kl 


-G5 


Seq. 


No. 


322247 











45378 




Seq. 


ID 


LIB3061- 


-058- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


322248 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


322249 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


322250 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


322251 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 
ID 


322252 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


322253 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


322254 
LIB3061- 


-058- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


322255 
LIB3062- 


-001- 


-Ql- 


-K2- 


-A4 


Seq. 
Seq. 


No. 

ID 


322256 
LIB3062- 


-001- 


-Ql- 


-K2- 


-B2 


Seq. 
Seq. 


No. 

ID 


322257 
LIB3062 


-001' 


-Ql- 


-K2- 


-B3 


Seq. 
Seq. 


No. 

ID 


322258 
LIB3062' 


-001- 


-Ql- 


-K2- 


-B7 


Seq. 
Seq. 


No. 
ID 


322259 
LIB3062 


-001' 


-Ql- 


-K2 


-C10 


Seq. 
Seq. 


No. 

ID 


322260 
LIB3062 


-001 


-Ql 


-K2 


-C8 


Seq. 
Seq. 


No. 

ID 


322261 
LIB3062 


-001 


-Ql 


-K2- 


-D10 


Seq. 
Seq. 


No. 

ID 


322262 
LIB3062 


-001 


-Ql 


-K2 


-D12 


Seq. 
Seq. 


No. 

ID 


322263 
LIB3062 


-001 


-Ql 


-K2 


-E12 


Seq. 
Seq. 


No. 
ID 


322264 
LIB3062 


-001 


-Ql 


-K2 


-Fll 


Seq. 
Seq. 


No. 

ID 


322265 
LIB3062 


-001 


-Ql 


-K2 


-F5 


Seq. 


No. 


322266 











45379 




Seq. 


ID 


LIB3062- 


001 


-Ql 


-K2 


-G3 


Seq. 
Seq. 


No. 

ID 


322267 
LIB3062- 


001 


-Ql 


-K2 


-G7 


Seq. 
Seq. 


No. 

ID 


322268 
LIB3062- 


001 


-Ql 


-K2 


-G8 


Seq. 
Seq. 


No. 

ID 


322269 
LIB3062- 


001 


-Ql 


-K2 


-H10 


Seq. 
Seq. 


No. 

ID 


322270 
LIB3062- 


002 


-Ql 


-K2 


-A10 


Seq. 
Seq, 


No. 

ID 


322271 
LIB3062- 


002 


-Ql 


-K2 


-A7 


Seq. 
Seq, 


No. 

ID 


322272 
LIB3062- 


002 


-Ql 


-K2 


-B5 


Seq. 
Seq. 


No. 

ID 


322273 
LIB3062- 


002 


-Ql 


-K2 


-C10 


Seq. 
Seq. 


No. 

ID 


322274 
LIB3062- 


002 


-Ql 


-K2 


-D2 


Seq. 
Seq. 


No. 
ID 


322275 
LIB3062- 


002 


-Ql 


-K2 


-E4 


Seq. 
Seq. 


No. 

ID 


322276 
LIB3062- 


002 


-Ql 


-K2 


-F10 


Seq. 
Seq. 


No. 

ID 


322277 
LIB3062- 


002 


-Ql 


-K2 


-F5 


Seq. 
Seq. 


No. 

ID 


322278 
LIB3062- 


002 


-Ql 


-K2 


-F6 


Seq. 
Seq. 


No. 

ID 


322279 
LIB3062- 


002 


-Ql 


-K2 


-G4 


Seq. 
Seq. 


No. 

ID 


322280 
LIB3062- 


002 


-Ql 


-K2 


-G9 


Seq. 
Seq. 


No. 

ID 


322281 
LIB3062- 


002 


-Ql 


-K2 


-H3 


Seq. 
Seq. 


No. 

ID 


322282 
LIB3062- 


002 


-Ql 


-K2 


-H5 


Seq. 
Seq. 


No. 

ID 


322283 
LIB3062- 


002 


-Ql 


-K2 


-H8 


Seq. 
Seq. 


No. 

ID 


322284 
LIB3062- 


003 


-Ql 


-Kl 


-A10 


Seq. 


No. 


322285 











45380 



If) 



Seq. 


ID 


LIB3062 


-003 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 
ID 


322286 
LIB3062 


-003 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


322287 
LIB3062 


-003 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 
ID 


322288 
LIB3062 


-003 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


322289 
LIB3062 


-003 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


322290 
LIB3062 


-003 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


322291 
LIB3062 


-003 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


322292 
LIB3062 


-003 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


322293 
LIB3062 


-003 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


322294 
LIB3062 


-003 
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-003 
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-E10 
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-003 
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-E12 
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-003 
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-G10 
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Seq. 
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ID 


322303 
LIB3062 


-003 
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Seq. 
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322304 
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Seq. 


ID 
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-003 


-Ql- 
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-G7 


Seq. 
Seq. 
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ID 


322305 
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-003 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 
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ID 


322306 
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-003 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 
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ID 


322307 
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-003 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 
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ID 


322308 
LIB3062 


-003 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 
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ID 


322309 
LIB3062 


-004 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 
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ID 


322310 
LIB3062 


-004 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


322311 
LIB3062 


-004 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


322312 
LIB3062 


-004 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


322313 
LIB3062 


-004' 


-Ql- 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


322314 
LIB3062 


-004 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


322315 
LIB3062 


-004 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


322316 
LIB3062 


-004 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


322317 
LIB3062 


-004 


-Ql- 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


322318 
LIB3062 


-004 


-Ql- 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


322319 
LIB3062 


-004 


-Ql- 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


322320 
LIB3062 


-005 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 
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ID 


322321 
LIB3062 


-005' 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


322322 
LIB3062 


-005 


-Ql- 


-Kl- 


-A6 


Seq. 


No. 


322323 
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Seq. 


ID 


LIB3062- 


005- 


-Ql- 


-Kl- 


■B2 


Seq. 
Seq. 


No. 

ID 


322324 
LIB3062- 


005- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


322325 
LIB3062- 


005- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


322326 
LIB3062- 


005- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


322327 
LIB3062- 


005- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


322328 
LIB3062- 


005- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


322329 
LIB3062- 


•005- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


322330 
LIB3062- 


•005- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


322331 
LIB3062- 


■005- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


322332 
LIB3062- 


•005- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


322333 
LIB3062- 


■005- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


322334 
LIB3062- 


■005- 


-Ql 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


322335 
LIB3062- 


-005 


-Ql 


-Kl- 


-HI 


Seq. 
Seq. 


No. 
ID 


322336 
LIB3062- 


•005 


-Ql 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


322337 
LIB3062- 


-006 


-Ql 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


322338 
LIB3062- 


-006 


-Ql 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


322339 
LIB3062- 


-006 


-Ql 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


322340 
LIB3062- 


-006 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


322341 
LIB3062- 


-006 


-Ql 


-Kl 


-D4 


Seq. 


No. 


322342 











45383 



Seq. 


ID 


LIB3062- 


-006- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 
ID 


322343 
LIB3062- 


-006- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


322344 
LIB3062- 


-006- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


322345 
LIB3062- 


-006- 


-Ql- 


■Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


322346 
LIB3062- 


-007- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


322347 
LIB3062- 


-007- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


322348 
LIB3062- 


-007- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


322349 
LIB3062- 


-007- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


322350 
LIB3062- 


-007- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


322351 
LIB3062- 


-007- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


322352 
LIB3062- 


-007' 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


322353 
LIB3062- 


-007 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


322354 
LIB3062- 


-007 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


322355 
LIB3062- 


-007 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


322356 
LIB3062 


-007 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


322357 
LIB3062 


-007 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


322358 
LIB3062 


-007 


-Ql 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


322359 
LIB3062 


-007 


-Ql 


-Kl' 


-H2 


Seq. 
Seq. 


No. 

ID 


322360 
LIB3062 


-008 


-Ql 


-Kl 


-Cll 


Seq. 


No. 


322361 
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Seq. 


ID 


LIB3062- 


008- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


322362 
LIB3062- 


008- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


322363 
LIB3062- 


008- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


322364 
LIB3062- 


008- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


322365 
LIB3062- 


008- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


322366 
LIB3062- 


■009- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


322367 
LIB3062- 


■009- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


322368 
LIB3062- 


■009- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


322369 
LIB3062- 


•009- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


322370 
LIB3062- 


■009- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


322371 
LIB3062- 


-009- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


322372 
LIB3062- 


-009- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


322373 
LIB3062- 


-009' 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


322374 
LIB3062- 


-009 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


322375 
LIB3062- 


-009 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


322376 
LIB3062- 


-009 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


322377 
LIB3062- 


-009 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


322378 
LIB3062- 


-009 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


322379 
LIB3062- 


-009 


-Ql 


-Kl 


-F4 


Seq. 


No. 


322380 
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Seq. 


ID 


LIB3062- 


009 
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-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


322381 
LIB3062- 


009 
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-Kl 


-G6 


Seq. 
Seq. 
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ID 


322382 
LIB3062- 


009 
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-H10 


Seq. 
Seq. 
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ID 


322383 
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Seq. 
Seq. 
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322384 
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Seq. 
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ID 


322385 
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-A9 


Seq. 
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ID 


322386 
LIB3062- 
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Seq. 
Seq. 
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ID 


322387 
LIB3062- 


010 
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-B3 


Seq. 
Seq. 
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ID 


322388 
LIB3062- 


010 
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-Kl 


-CI 


Seq. 
Seq. 
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ID 


322389 
LIB3062- 


010 
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Seq. 
Seq. 
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ID 


322390 
LIB3062- 


010 
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-Kl 


-D7 


Seq. 
Seq. 
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ID 


322391 
LIB3062- 


010 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 
ID 


322392 
LIB3062- 


010 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


322393 
LIB3062- 


010 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


322394 
LIB3062- 


010 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


322395 
LIB3062- 


010 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


322396 
LIB3062- 


010 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 
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ID 


322397 
LIB3062- 


010 
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-H3 


Seq. 
Seq. 
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ID 
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LIB3062- 
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-H5 


Seq. 
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Seq. 


ID 
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-Bll 


Seq. 
Seq. 
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ID 


322400 
LIB3062 


-011 


-Ql 
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-B3 


Seq. 
Seq. 
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ID 


322401 
LIB3062 


-011 


-Ql 
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-B7 


Seq. 
Seq. 
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ID 
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-011- 
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-Dl 


Seq. 
Seq. 
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ID 


322403 
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-D10 


Seq. 
Seq. 
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ID 
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-D7 


Seq. 
Seq. 
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ID 
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-D8 


Seq. 
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ID 
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-D9 


Seq. 
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ID 
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Seq. 
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ID 
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Seq. 
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ID 
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-Kl 


-E9 


Seq. 
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ID 
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-011' 
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Seq. 
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ID 
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-Ql' 


-Kl- 


-G6 


Seq. 
Seq. 
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ID 


322412 
LIB3062- 
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-Ql' 


-Kl- 


-H12 


Seq. 
Seq. 
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ID 


322413 
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-012- 


-Ql- 


-Kl- 
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Seq. 
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ID 


322414 
LIB3062- 


-012- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


322415 
LIB3062- 


-012- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 
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ID 


322416 
LIB3062- 


-012- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 
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ID 


322417 
LIB3062- 


-012- 


-Ql- 


-Kl- 


-Dl 


Seq. 


No. 


322418 
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Seq. 
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012- 


-Ql- 


-Kl- 


-Dll 


Seq. 
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ID 


322419 
LIB3062- 


012- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 
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ID 


322420 
LIB3062- 


012- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 
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ID 


322421 
LIB3062- 


■012- 


-Ql- 
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Seq. 
Seq. 
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ID 


322422 
LIB3062- 
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-Ql- 


-Kl- 
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Seq. 
Seq. 
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ID 


322423 
LIB3062- 


■012 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 
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ID 


322424 
LIB3062- 


■012 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 
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ID 


322425 
LIB3062- 


■012 


-Ql 


-Kl- 


-F9 


Seq. 
Seq. 
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ID 


322426 
LIB3062- 


■012 


-Ql 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


322427 
LIB3062- 


■012 
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-Kl- 
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Seq. 
Seq. 
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ID 


322428 
LIB3062- 


•012 
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-Kl 


-G12 


Seq. 
Seq. 
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ID 


322429 
LIB3062- 


•012 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 
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ID 


322430 
LIB3062- 


•012 


-Ql 


-Kl- 


-H4 


Seq. 
Seq. 
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ID 


322431 
LIB3062- 


•012 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 
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ID 


322432 
LIB3062- 


■013 


-Ql 


-Kl 
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Seq. 
Seq. 


No. 

ID 


322433 
LIB3062- 
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-Ql 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


322434 
LIB3062- 
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-Kl- 
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Seq. 
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ID 
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-Kl- 
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Seq. 
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ID 
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-Dll 


Seq. 


No. 


322437 
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Seq. ID LIB3062-013-Q1-K1-D8 

Seq. No. 322438 

Seq. ID LIB3062-013-Q1-K1-E6 

Seq. No. 322439 

Seq. ID LIB3062-013-Q1-K1-F12 

Seq. No. 322440 

Seq. ID LIB3062-013-Q1-K1-F9 

Seq. No. 322441 

Seq. ID LIB3062-013-Q1-K1-G5 

Seq. No. 322442 

Seq. ID LIB3062-013-Q1-K1-H10 

Seq. No. 322443 

Seq. ID LIB3062-013-Q1-K1-H12 

Seq. No. 322444 

Seq. ID LIB3062-013-Q1-K1-H7 

Seq. No. 322445 

Seq. ID LIB3062-014-Q1-K1-B12 

Seq. No. 322446 

Seq. ID LIB3062-014-Q1-K1-B6 

Seq. No. 322447 

Seq. ID LIB3062-014-Q1-K1-D1 

Seq. No. 322448 

Seq. ID LIB3062-014-Q1-K1-E11 

Seq. No. 322449 

Seq. ID LIB3062-014-Q1-K1-E7 

Seq. No. 322450 

Seq. ID LIB3062-014-Q1-K1-F12 

Seq. No. 322451 

Seq. ID LIB3062-014-Q1-K1-F8 

Seq. No. 322452 

Seq. ID LIB3062-014-Q1-K1-G1 

Seq. No. 322453 

Seq. ID LIB3062-014-Q1-K1-H2 

Seq. No. 322454 

Seq. ID LIB3062-015-Q1-K1-A7 

Seq. No. 322455 

Seq. ID LIB3062-015-Q1-K1-A8 

Seq. No. 322456 



45389 




Seq. 


ID 


LIB3062- 


015 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


322457 
LIB3062- 


015 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 
ID 


322458 
LIB3062- 


015 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


322459 
LIB3062- 


015 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 
ID 


322460 
LIB3062- 


015 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 
ID 


322461 
LIB3062- 


015 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


322462 
LIB3062- 


015 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


322463 
LIB3062- 


015 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


322464 
LIB3062- 


015 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


322465 
LIB3062- 


015 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


322466 
LIB3062- 


015 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


322467 
LIB3062- 


015 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


322468 
LIB3062- 


015 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


322469 
LIB3062- 


015 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


322470 
LIB3062- 


015 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


322471 
LIB3062- 


015 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


322472 
LIB3062- 


015 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


322473 
LIB3062- 


016 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


322474 
LIB3062- 


016 


-Ql 


-Kl 


-A3 


Seq. 


No. 


322475 











45390 



Seq. 


ID 


LIB3062 


-016' 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


322476 
LIB3062- 


-016- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


322477 
LIB3062- 


-016- 


-Ql- 


-Kl- 
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ID 


322829 
LIB3062 


-033 


-Ql' 


-Kl- 


-Dl 


Seq. 
Seq. 


NO. 

ID 


322830 
LIB3062 


-033 


-Ql 


-Kl- 


-D10 


Seq. 
Seq. 


NO. 

ID 


322831 
LIB3062 


-033 


-Ql 


-Kl- 


-D12 


Seq. 

Seq. 


No. 

ID 


322832 
LIB3062 


-033 


-Ql 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


322833 
LIB3062 


-033 


-Ql 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


322834 
LIB3062 


-033 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


322835 
LIB3062 


-033 


-Ql 


-Kl- 


-E3 


Seq. 


No. 


322836 
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Seq. 


ID 


LIB3062- 


-033- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 
ID 


322837 
LIB3062- 


-033- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


322838 
LIB3062- 


-033- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


322839 
LIB3062- 


-033- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


322840 
LIB3062- 


-033- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 
ID 


322841 
LIB3062- 


-033- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


322842 
LIB3062- 


-033- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


322843 
LIB3062- 


-033- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


322844 
LIB3062- 


-033- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


322845 
LIB3062- 


-033 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


322846 
LIB3062- 


-034 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


322847 
LIB3062 


-034 


-Ql- 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


322848 
LIB3062 


-034 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 
ID 


322849 
LIB3062 


-034 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


322850 
LIB3062 


-034 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


322851 
LIB3062 


-034 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


322852 
LIB3062 


-034 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


322853 
LIB3062 


-034 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


322854 
LIB3062 


-034 


-Ql 


-Kl 


-F12 


Seq. 


No. 


322855 
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Seq. 


ID 


LIB3062- 


-034- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


322856 
LIB3062- 


-034- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


322857 
LIB3062- 


-034- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


322858 
LIB3062- 


-034- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


322859 
LIB3062- 


-034- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


322860 
LIB3062- 


-034- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 
ID 


322861 
LIB3062- 


-035 


-Ql' 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


322862 
LIB3062 


-035 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


322863 
LIB3062 


-035 


-Ql 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


322864 
LIB3062' 


-035 


-Ql 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


322865 
LIB3062 


-035 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


322866 
LIB3062 


-035 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


322867 
LIB3062 


-035 


-Ql 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


322868 
LIB3062 


-035 


-Ql 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


322869 
LIB3062 


-035 


-Ql 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


322870 
LIB3062 


-035 


-Ql 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


322871 
LIB3062 


-035 


-Ql 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


322872 
LIB3062 


-035 


-Ql 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


322873 
LIB3062 


-035 


-Ql 


-Kl- 


-F8 


Seq. 


No. 


322874 











Seq. ID LIB3062-035-Q1-K1-G11 

Seq. No. 322875 

Seq. ID LIB3062-035-Q1-K1-G8 

Seq. No. 322876 

Seq. ID LIB3062-035-Q1-K1-G9 

Seq. No. 322877 

Seq. ID LIB3062-035-Q1-K1-H11 

Seq. No. 322878 

Seq. ID LIB3062-035-Q1-K1-H8 

Seq. No. 322879 

Seq. ID LIB3062-036-Q1-K1-A10 

Seq. No. 322880 

Seq. ID LIB3062-036-Q1-K1-B11 

Seq. No. 322881 

Seq. ID LIB3062-036-Q1-K1-B2 

Seq. No. 322882 

Seq. ID LIB3062-036-Q1-K1-C8 

Seq. No. 322883 

Seq. ID LIB3062-036-Q1-K1-D1 

Seq. No. 322884 

Seq. ID LIB3062-036-Q1-K1-D12 

Seq. No. 322885 

Seq. ID LIB3062-036-Q1-K1-D4 

Seq. No. 322886 

Seq. ID LIB3062-036-Q1-K1-E1 

Seq. No. 322887 

Seq. ID LIB3062-036-Q1-K1-E6 

Seq. No. 322888 

Seq. ID LIB3062-036-Q1-K1-F4 

Seq. No. 322889 

Seq. ID LIB3062-036-Q1-K1-F8 

Seq. No. 322890 

Seq. ID LIB3062-036-Q1-K1-F9 

Seq. No. 322891 

Seq. ID LIB3062-036-Q1-K1-G9 

Seq. No. 322892 

Seq. ID LIB3062-037-Q1-K1-A1 

Seq. No. 322893 
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Seq. 


ID 


LIB3062- 


-037- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 
ID 


322894 
LIB3062- 


-037- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


322895 
LIB3062- 


-037- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


322896 
LIB3062- 


-037- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


322897 
LIB3062- 


-037- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


322898 
LIB3062- 


-037- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


322899 
LIB3062- 


-037- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


322900 
LIB3062- 


-037 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


322901 
LIB3062- 


-037 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


322902 
LIB3062- 


-037 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


322903 
LIB3062- 


-037 


-Ql' 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


322904 
LIB3062- 


-037 


-Ql' 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


322905 
LIB3062- 


-037 


-Ql 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


322906 
LIB3062 


-037 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


322907 
LIB3062 


-037 


-Ql 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


322908 
LIB3062 


-037 


-Ql 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


322909 
LIB3062 


-037 


-Ql 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


322910 
LIB3062 


-037 


-Ql 


-Kl' 


-H3 


Seq. 
Seq. 


No. 

ID 


322911 
LIB3062 


-037 


-Ql 


-Kl 


-H5 


Seq. 


No. 


322912 











45413 




Seq. 


ID 


LIB3062- 


-038- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


322913 
LIB3062- 


-038- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


322914 
LIB3062- 


-038- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


322915 
LIB3062- 


-038- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


322916 
LIB3062- 


-038- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


322917 
LIB3062- 


-038- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


322918 
LIB3062- 


-038- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 
ID 


322919 
LIB3062- 


-038- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


322920 
LIB3062- 


-039- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 
ID 


322921 
LIB3062- 


-039 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


322922 
LIB3062- 


-039 


-Ql' 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


322923 
LIB3062 


-039 


-Ql' 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


322924 
LIB3062 


-039 


-Ql 


-Kl' 


-B3 


Seq. 
Seq. 


No. 

ID 


322925 
LIB3062 


-039 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


322926 
LIB3062 


-039 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


322927 
LIB3062 


-039 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


322928 
LIB3062 


-039 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


322929 
LIB3062 


-039 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 
ID 


322930 
LIB3062 


-039 


-Ql 


-Kl 


-E4 


Seq. 


No. 


322931 
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Seq. 


ID 


LIB3062 


-039 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


322932 
LIB3062 


-039 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


322933 
LIB3062 


-039 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


322934 
LIB3062 


-039 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


322935 
LIB3062 


-039 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


322936 
LIB3062 


-039 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


NO. 

ID 


322937 
LIB3062 


-039 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


322938 
LIB3062 


-040- 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


322939 
LIB3062 


-040 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


322940 
LIB3062 


-040 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


322941 
LIB3062 


-040 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 
ID 


322942 
LIB3062 


-040 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


322943 
LIB3062 


-040 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


322944 
LIB3062 


-040 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


322945 
LIB3062 


-040' 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


322946 
LIB3062 


-040- 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


322947 
LIB3062 


-040- 


-Ql 


-Kl' 


-F4 


Seq. 
Seq. 


No. 

ID 


322948 
LIB3062- 


-040- 


-Ql 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


322949 
LIB3062- 


-040- 


-Ql' 


-Kl- 


-G4 


Seq. 


No. 


322950 
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Seq. 


ID 


LIB3062- 


040- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


322951 
LIB3062- 


041- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


322952 
LIB3062- 


041- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


322953 
LIB3062- 


041- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


322954 
LIB3062- 


041 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


322955 
LIB3062- 


041 


-Ql 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


322956 
LIB3062- 


041 


-Ql' 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


322957 
LIB3062- 


■041' 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 
ID 


322958 
LIB3062- 


■041 


-Ql 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


322959 
LIB3062- 


•041' 


-Ql 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


322960 
LIB3062- 


•041 


-Ql 


-Kl- 


-F5 


Seq. 
Seq. 


No. 
ID 


322961 
LIB3062- 


■041 


-Ql 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


322962 
LIB3062- 


■041 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 
ID 


322963 
LIB3062- 


■041 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


322964 
LIB3062- 


•041 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


322965 
LIB3062- 


■041 


-Ql 


-Kl' 


-H12 


Seq. 
Seq. 


No. 

ID 


322966 
LIB3062- 


•041 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


322967 
LIB3062- 


■041 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


322968 
LIB3062- 


■041 


-Ql 


-Kl 


-H7 


Seq. 


No. 


322969 
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Seq. 


ID 


LIB3062- 


•042- 


-Ql 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


322970 
LIB3062- 


■042 


-Ql 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


322971 
LIB3062- 


•042- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


322972 
LIB3062- 


■042 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


322973 
LIB3062- 


■042- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


322974 
LIB3062- 


•042' 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


322975 
LIB3062- 


•042' 


-Ql' 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


322976 
LIB3062- 


•042' 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


322977 
LIB3062- 


•042 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


322978 
LIB3062- 


•042' 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


322979 
LIB3062- 


•042' 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


322980 
LIB3062- 


•042' 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


322981 
LIB3062- 


■042' 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


322982 
LIB3062- 


■042' 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


322983 
LIB3062- 


■043' 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


322984 
LIB3062- 


043' 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


322985 
LIB3062- 


043- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


322986 
LIB3062- 


043- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 
ID 


322987 
LIB3062- 


043- 


-Ql- 


-Kl- 


-B12 


Seq. 


No. 


322988 
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Seq. 


ID 


LIB3062 


-043 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


322989 
LIB3062 


-043 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


322990 
LIB3062 


-043 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 
ID 


322991 
LIB3062 


-043 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 
ID 


322992 
LIB3062 


-043 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


322993 
LIB3062 


-043' 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


322994 
LIB3062 


-043 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


322995 
LIB3062 


-043- 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


322996 
LIB3062 


-043' 


-Ql 


-Kl' 


-Ell 


Seq. 
Seq. 


No. 

ID 


322997 
LIB3062 


-043- 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


322998 
LIB3062 


-043' 


-Ql 


-Kl' 


-E6 


Seq. 
Seq. 


No. 

ID 


322999 
LIB3062 


-043' 


-Ql' 


-Kl' 


-E8 


Seq. 
Seq. 


No. 
ID 


323000 
LIB3062' 


-043- 


-Ql' 


-Kl' 


-F12 


Seq. 
Seq. 


No. 

ID 


323001 
LIB3062 


-043- 


-Ql- 


-Kl' 


-F4 


Seq. 
Seq. 


No. 

ID 


323002 
LIB3062- 


-043- 


-Ql- 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


323003 
LIB3062- 


-043- 


-Ql- 


-Kl' 


-F6 


Seq. 
Seq. 


No. 

ID 


323004 
LIB3062- 


-043- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


323005 
LIB3062- 


-043- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


323006 
LIB3062- 


-043- 


-Ql- 


-Kl- 


-G12 


Seq. 


No. 


323007 
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Seq. 


ID 


LIB3062- 


-043- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


323008 
LIB3062- 


-043- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


323009 
LIB3062- 


-043' 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


323010 
LIB3062- 


-043' 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


323011 
LIB3062- 


-044' 


-Ql- 
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Seq. 
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323277 
LIB3066- 
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323280 
LIB3066- 
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-C6 


Seq. 
Seq. 


No. 
ID 
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-D10 


Seq. 
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-D12 


Seq. 
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ID 
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-D6 


Seq. 
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■002 
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■002 
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Seq. 
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■002 
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Seq. 
Seq. 
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■002 
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-G8 


Seq. 
Seq. 


No. 

ID 
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Seq. 
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323322 
LIB3066- 


■004 


-Ql 


-Kl 


-C6 
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No. 

ID 


323540 
LIB3066- 


014- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


323541 
LIB3066- 


014- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 
ID 


323542 
LIB3066- 


014- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


323543 
LIB3066- 


■014- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


323544 
LIB3066- 


■014- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


323545 
LIB3066- 


■014- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


323546 
LIB3066- 


■014- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 
ID 


323547 
LIB3066- 


■014- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


323548 
LIB3066- 


•014- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


323549 
LIB3066- 


-014- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


323550 
LIB3066- 


-014' 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


323551 
LIB3066- 


-014 


-Ql. 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


323552 
LIB3066- 


-015 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


323553 
LIB3066- 


-015' 


-Ql 


-Kl' 


-A4 


Seq. 
Seq. 


No. 

ID 


323554 
LIB3066- 


-015 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


323555 
LIB3066- 


-015 


-Ql 


-Kl 


-C10 


Seq . 
Seq. 


No. 

ID 


323556 
LIB3066- 


-015 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


323557 
LIB3066- 


-015 


-Ql 


-Kl 


-C4 


Seq. 


No. 


323558 











45447 



o 



Seq. 


ID 


LIB3066- 


015- 


-Ql- 


■Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


323559 
LIB3066- 


015- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


323560 
LIB3066- 


015- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


323561 
LIB3066- 


■015- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


323562 
LIB3066- 


■015- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


323563 
LIB3066- 


■015- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 
ID 


323564 
LIB3066- 


■015- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


323565 
LIB3066- 


■015- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


323566 
LIB3066- 


-015- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


323567 
LIB3066- 


■015- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


323568 
LIB3066- 


-015- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


323569 
LIB3066- 


-015- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


323570 
LIB3066- 


■015- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


323571 
LIB3066- 


-015' 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


323572 
LIB3066- 


-015 


-Ql 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


323573 
LIB3066- 


-015 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


323574 
LIB3066- 


-015 


-Ql 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


323575 
LIB3066- 


-015 


-Ql 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


323576 
LIB3066- 


-015 


-Ql 


-Kl 


-H5 


Seq. 


No. 


323577 











45448 




Seq. 


ID 


LIB3066- 


015- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


323578 
LIB3066- 


016- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


323579 
LIB3066- 


■016- 


-Ql- 


■Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


323580 
LIB3066- 


■016- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


323581 
LIB3066- 


■016- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


323582 
LIB3066- 


■016- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


323583 
LIB3066- 


■016- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


323584 
LIB3066- 


-016- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


323585 
LIB3066- 


■016- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


323586 
LIB3066- 


-016- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


323587 
LIB3066- 


-016- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 
ID 


323588 
LIB3066- 


-016- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


323589 
LIB3066- 


-016- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


323590 
LIB3066- 


-016- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


323591 
LIB3066- 


-016- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 
ID 


323592 
LIB3066- 


-016- 


-Ql 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


323593 
LIB3066- 


-016- 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


323594 
LIB3066- 


-016- 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


323595 
LIB3066- 


-016' 


-Ql 


-Kl 


-E7 


Seq. 


No. 


323596 











Seq. ID LIB3066-016-Q1-K1-E8 

Seq. No. 323597 

Seq. ID LIB3066-016-Q1-K1-E9 

Seq. No. 323598 

Seq. ID LIB3066-016-Q1-K1-F11 

Seq. No. 323599 

Seq. ID LIB3066-016-Q1-K1-F6 

Seq. No. 323600 

Seq. ID LIB3066-016-Q1-K1-F9 

Seq. No. 323601 

Seq. ID LIB3066-016-Q1-K1-G11 

Seq. No. 323602 

Seq. ID LIB3066-016-Q1-K1-G12 

Seq. No. 323603 

Seq. ID LIB3066-016-Q1-K1-G3 

Seq. No. 323604 

Seq. ID LIB3066-016-Q1-K1-G6 

Seq. No. 323605 

Seq. ID LIB3066-016-Q1-K1-H1 

Seq. No. 323606 

Seq. ID LIB3066-016-Q1-K1-H11 

Seq. No. 323607 

Seq. ID LIB3066-016-Q1-K1-H6 

Seq. No. 323608 

Seq. ID LIB3066-016-Q1-K1-H7 

Seq. No. 323609 

Seq. ID LIB3066-016-Q1-K1-H8 

Seq. No. 323610 

Seq. ID LIB3066-017-Q1-K1-A1 

Seq. No. 323611 

Seq. ID LIB3066-017-Q1-K1-A4 

Seq. No. 323612 

Seq. ID LIB3066-017-Q1-K1-A8 

Seq. No. 323613 

Seq. ID LIB3066-017-Q1-K1-B12 

Seq. No. 323614 

Seq. ID LIB3066-017-Q1-K1-B7 

Seq. No. 323615 

45450 




Seq. 


ID 


LIB3066- 


017- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


323616 
LIB3066- 


017- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


323617 
LIB3066- 


017- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 
ID 


323618 
LIB3066- 


017- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


323619 
LIB3066- 


■017- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 
ID 


323620 
LIB3066- 


■017- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 
ID 


323621 
LIB3066- 


•017- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


323622 
LIB3066- 


■017' 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


323623 
LIB3066- 


■017 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


323624 
LIB3066- 


■017 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 
ID 


323625 
LIB3066- 


■017 


-Ql. 


-Kl- 


-F4 


Seq. 
Seq. 


No. 
ID 


323626 
LIB3066- 


■017 


-Ql' 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


323627 
LIB3066- 


-017 


-Ql' 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


323628 
LIB3066- 


•017 


-Ql. 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


323629 
LIB3066- 


-017 


-Ql 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


323630 
LIB3066- 


-017 


-Ql 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


323631 
LIB3066- 


-018 


-Ql 


-Kl- 


-A3 


Seq. 
Seq. 


No. 
ID 


323632 
LIB3066- 


-018 


-Ql 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


323633 
LIB3066- 


-018 


-Ql 


-Kl 


-B5 


Seq. 


No. 


323634 











Seq. 


ID 


LIB3066- 


018- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


323635 
LIB3066- 


018- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


323636 
LIB3066- 


018- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 
ID 


323637 
LIB3066- 


018- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


323638 
LIB3066- 


018- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


323639 
LIB3066- 


■018- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


323640 
LIB3066- 


■018- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


323641 
LIB3066- 


•018- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


323642 
LIB3066- 


■018' 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


323643 
LIB3066- 


■018' 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


323644 
LIB3066- 


■018' 


-Ql' 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


323645 
LIB3066- 


■018 


-Ql' 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


323646 
LIB3066- 


■018 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


323647 
LIB3066- 


■018 


-Ql 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


323648 
LIB3066- 


■019 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


323649 
LIB3066- 


-019 


-Ql 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


323650 
LIB3066- 


-019 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


323651 
LIB3066- 


-019 


-Ql 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


323652 
LIB3066- 


-019 


-Ql 


-Kl 


-Bl 


Seq. 


No. 


323653 











454 



Seq. 


ID 


LIB3066- 


019- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


323654 
LIB3066- 


019- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


323655 
LIB3066- 


■019- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 
ID 


323656 
LIB3066- 


■019- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


323657 
LIB3066- 


•019- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


323658 
LIB3066- 


■019- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


323659 
LIB3066- 


■019- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


323660 
LIB3066- 


•019- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


323661 
LIB3066- 


■019- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


323662 
LIB3066- 


■019- 


-Ql 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


323663 
LIB3066- 


-019- 


-Ql' 


-Kl- 


-G7 


Seq. 
Seq. 


No. 
ID 


323664 
LIB3066- 


-019' 


-Ql' 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


323665 
LIB3066- 


-020' 


-Ql' 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


323666 
LIB3066- 


-020 


-Ql' 


-Kl' 


-A6 


Seq. 
Seq. 


No. 

ID 


323667 
LIB3066- 


-020 


-Ql 


-Kl' 


-A7 


Seq. 
Seq. 


No. 

ID 


323668 
LIB3066- 


-020 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


323669 
LIB3066- 


-020 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


323670 
LIB3066- 


-020 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


323671 
LIB3066- 


-020 


-Ql 


-Kl 


-CI 


Seq. 


No. 


323672 











45453 



Seq. ID LIB3066-020-Q1-K1-C10 

Seq. No. 323673 

Seq. ID LIB3066-020-Q1-K1-C6 

Seq. No. 323674 

Seq. ID LIB3066-020-Q1-K1-C9 

Seq. No. 323675 

Seq. ID LIB3066-020-Q1-K1-D12 

Seq. No. 323676 

Seq. ID LIB3066-020-Q1-K1-D3 

Seq. No. 323677 

Seq. ID LIB3066-020-Q1-K1-D4 

Seq. No. 323678 

Seq. ID LIB3066-020-Q1-K1-D5 

Seq. No. 323679 

Seq. ID LIB3066-020-Q1-K1-D9 

Seq. No. 323680 

Seq. ID LIB3066-020-Q1-K1-E10 

Seq. No. 323681 

Seq. ID LIB3066-020-Q1-K1-F10 

Seq. No. 323682 

Seq. ID LIB3066-020-Q1-K1-F9 

Seq. No. 323683 

Seq. ID LIB3Q66-020-Q1-K1-G12 

Seq. No. 323684 

Seq. ID LIB3066-020-Q1-K1-G2 

Seq. No. 323685 

Seq. ID LIB3066-020-Q1-K1-G3 

Seq. No. 323686 

Seq. ID LIB3066-020-Q1-K1-G5 

Seq. No. 323687 

Seq. ID LIB3066-020-Q1-K1-G8 

Seq. No. 323688 

Seq. ID LIB3066-020-Q1-K1-H5 

Seq. No. 323689 

Seq. ID LIB3066-020-Q1-K1-H7 

Seq. No. 323690 

Seq. ID LIB3066-020-Q1-K1-H8 

Seq. No. 323691 



45454 



Seq. 


ID 


LIB3066- 


020- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


323692 
LIB3066- 


021- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 
ID 


323693 
LIB3066- 


021- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


323694 
LIB3066- 


021- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


323695 
LIB3066- 


021- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


323696 
LIB3066- 


■021- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


323697 
LIB3066- 


■021- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


323698 
LIB3066- 


■021- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


323699 
LIB3066- 


■021- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


323700 
LIB3066- 


■021 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 
ID 


323701 
LIB3066- 


•021 


-Ql 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


323702 
LIB3066- 


■021 


-Ql 


-Kl- 


-C6 


Seq. 
Seq. 


No. 
ID 


323703 
LIB3066- 


■021 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 
ID 


323704 
LIB3066- 


■021 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


323705 
LIB3066- 


■021 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


323706 
LIB3066- 


-021 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


323707 
LIB3066- 


•021 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


323708 
LIB3066- 


■021 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


323709 
LIB3066- 


■021 


-Ql 


-Kl 


-E10 


Seq. 


No. 


323710 
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Seq. ID LIB3066-021-Q1-K1-E3 

Seq. No. 323711 

Seq, ID LIB3066-021-Q1-K1-E5 

Seq. No. 323712 

Seq. ID LIB3066-021-Q1-K1-E6 

Seq. No. 323713 

Seq. ID LIB3066-021-Q1-K1-E9 

Seq. No. 323714 

Seq. ID LIB3066-021-Q1-K1-G4 

Seq. No. 323715 

Seq. ID LIB3066-021-Q1-K1-G5 

Seq. No. 323716 

Seq. ID LIB3066-021-Q1-K1-H11 

Seq. No. 323717 

Seq. ID LIB3066-021-Q1-K1-H3 

Seq. No. 323718 

Seq. ID LIB3066-021-Q1-K1-H8 

Seq. No. 323719 

Seq. ID LIB3066-021-Q1-K1-H9 

Seq. No. 323720 

Seq. ID LIB3066-022-Q1-K1-C10 

Seq. No. 323721 

Seq. ID LIB3066-022-Q1-K1-C11 

Seq. No. 323722 

Seq. ID LIB3066-022-Q1-K1-C9 

Seq. No. 323723 

Seq. ID LIB3066-022-Q1-K1-D11 

Seq. No. 323724 

Seq. ID LIB3066-022-Q1-K1-E9 

Seq. No. 323725 

Seq. ID LIB3066-022-Q1-K1-F9 

Seq. No. 323726 

Seq. ID LIB3066-022-Q1-K1-G9 

Seq. No. 323727 

Seq. ID LIB3066-022-Q1-K1-H9 

Seq. No. 323728 

Seq. ID LIB3066-023-Q1-K1-A11 

Seq. No. 323729 

45456 



Seq. 


ID 


LIB3066- 


023- 


Ql- 


Kl- 


Bll 


Seq. 
Seq. 


No. 

ID 


323730 
LIB3066- 


023- 


Ql- 


Kl- 


B6 


Seq. 
Seq. 


No. 

ID 


323731 
LIB3066- 


023- 


Ql- 


■Kl- 


■CIO 


Seq. 
Seq. 


No. 

ID 


323732 
LIB3066- 


■023- 


•Ql- 


•Kl- 


■C3 


Seq. 
Seq. 


No. 

ID 


323733 
LIB3066- 


•023- 


■Ql- 


■Kl- 


•C6 


Seq. 
Seq. 


No. 

ID 


323734 
LIB3066- 


■023- 


-Ql- 


■Kl- 


■C7 


Seq. 
Seq. 


No. 

ID 


323735 
LIB3066- 


-023- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


323736 
LIB3066- 


-023- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


323737 
LIB3066- 


-023- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


323738 
LIB3066- 


-023- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


323739 
LIB3066- 


-023- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


323740 
LIB3066- 


-023- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


323741 
LIB3066- 


-023- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


323742 
LIB3066- 


-023- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 
ID 


323743 
LIB3066- 


-023 


-Ql- 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


323744 
LIB3066 


-023 


-Ql' 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


323745 
LIB3066 


-023 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


323746 
LIB3066 


-023 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


323747 
LIB3066 


-024 


-Ql 


-Kl 


-A10 


Seq. 


No. 


323748 











45457 



Seq. 


ID 


LIB3066- 


-024 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


323749 
LIB3066- 


-024 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


323750 
LIB3066- 


■024 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


323751 
LIB3066- 


■024 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


323752 
LIB3066- 


•024 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


323753 
LIB3066- 


■024 


-Ql 


-Kl' 


-C12 


Seq. 
Seq. 


No. 

ID 


323754 
LIB3066- 


■024 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


323755 
LIB3066- 


■024 


-Ql 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


323756 
LIB3066- 


■024 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


323757 
LIB3066- 


•024 


-Ql 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


323758 
LIB3066- 


•024 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


323759 
LIB3066- 


■024 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


323760 
LIB3066- 


■024 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


323761 
LIB3066- 


024 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


323762 
LIB3066- 


024' 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


323763 
LIB3066- 


024' 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


323764 
LIB3066- 


024- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


323765 
LIB3066- 


024- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


323766 
LIB3066- 


024- 


-Ql- 


-Kl- 


-G9 


Seq. 


No. 


323767 











45458 
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Seq. 


ID 


LIB3066- 


024- 


-Ql- 


-Kl- 


-H12 


Seq, 
Seq. 


No. 

ID 


323768 
LIB3066- 


024- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


323769 
LIB3066- 


024- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


323770 
LIB3066- 


024- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


323771 
LIB3066- 


025- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq, 


No. 

ID 


323772 
LIB3066- 


025- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


323773 
LIB3066- 


■025- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


323774 
LIB3066- 


■025- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


323775 
LIB3066- 


-025- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


323776 
LIB3066- 


■025- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq, 


No. 

ID 


323777 
LIB3066- 


■025- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


323778 
LIB3066- 


■025- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


323779 
LIB3066- 


-025 


-Ql- 


-Kl' 


-D9 


Seq. 
Seq. 


No. 
ID 


323780 
LIB3066- 


-025 


-Ql 


-Kl' 


-El 


Seq. 
Seq. 


No. 
ID 


323781 
LIB3066- 


-025 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 
ID 


323782 
LIB3066- 


-025 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


323783 
LIB3066- 


-025 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


323784 
LIB3066- 


-025 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


323785 
LIB3066- 


-025 


-Ql 


-Kl 


-G3 


Seq. 


No. 


323786 











45459 
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Seq. 


ID 


LIB3066- 


025- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


323787 
LIB3066- 


025- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


323788 
LIB3066- 


025- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


323789 
LIB3066- 


025- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


323790 
LIB3066- 


026- 


-Ql- 


-Kl- 


-A 6 


Seq. 
Seq. 


No. 

ID 


323791 
LIB3066- 


026- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


323792 
LIB3066- 


•026- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 
ID 


323793 
LIB3066- 


•026- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 
ID 


323794 
LIB3066- 


•026- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


323795 
LIB3066- 


•026- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


323796 
LIB3066- 


■026- 


-Ql 


-Kl' 


-D10 


Seq. 
Seq. 


No. 

ID 


323797 
LIB3066- 


■026- 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


323798 
LIB3066- 


■026- 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 
ID 


323799 
LIB3066- 


-026 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 
ID 


323800 
LIB3066- 


■026' 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


323801 
LIB3066- 


■026 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


323802 
LIB3066- 


-026 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


323803 
LIB3066- 


-026 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


323804 
LIB3066- 


-026 


-Ql 


-Kl 


-Gil 


Seq. 


No. 


323805 
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Seq. 


ID 


LIB3066- 


026- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


323806 
LIB3066- 


026- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


323807 
LIB3066- 


026- 


-Ql- 


-Kl" 


-Hll 


Seq. 
Seq. 


No. 

ID 


323808 
LIB3066- 


026- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


323809 
LIB3066- 


026- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 
ID 


323810 
LIB3066- 


027- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 
ID 


323811 
LIB3066- 


•027- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 
ID 


323812 
LIB3066- 


■027- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


~ 323813 
LIB3066- 


■027' 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


323814 
LIB3066- 


-027 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


323815 
LIB3066- 


■027 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


323816 
LIB3066- 


■027 


-Ql' 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


323817 
LIB3066- 


■027 


-Ql' 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


323818 
LIB3066- 


■027 


-Ql' 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


323819 
LIB3066- 


■027 


-Ql' 


-Kl' 


-C7 


Seq. 
Seq. 


No. 

ID 


323820 
LIB3066- 


-027 


-Ql' 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


323821 
LIB3066- 


■027 


-Ql' 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


323822 
LIB3066- 


■027 


-Ql' 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


323823 
LIB3066- 


-027 


-Ql' 


-Kl 


-E12 


Seq. 


No. 


323824 











45461 



Seq. 


ID 


LIB3066- 


■027 


-Ql- 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


323825 
LIB3066- 


•027 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


323826 
LIB3066- 


■027 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


323827 
LIB3066- 


•027 


-Ql- 


-Kl' 


-F12 


Seq. 
Seq. 


No. 

ID 


323828 
LIB3066- 


•027 


-Ql- 


-Kl' 


-F3 


Seq. 
Seq. 


No. 

ID 


323829 
LIB3066- 


•027 


-Ql- 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


323830 
LIB3066- 


•027 


-Ql- 


-Kl' 


-G10 


Seq. 
Seq. 


No. 

ID 


323831 
LIB3066- 


■027 


-Ql- 


-Kl' 


-G12 


Seq. 
Seq. 


No. 

ID 


323832 
LIB3066- 


■027 


-Ql- 


-Kl 


-G5 


Seq. 
Seq. 


No. 
ID 


323833 
LIB3066- 


■027 


-Ql- 


-Kl' 


-G6 


Seq. 
Seq. 


No. 

ID 


323834 
LIB3066- 


■027 


-Ql- 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


323835 
LIB3066- 


■028 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


323836 
LIB3066- 


■028 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


323837 
LIB3066- 


028 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


323838 
LIB3066- 


028' 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


323839 
LIB3066- 


028' 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


323840 
LIB3066- 


028- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


323841 
LIB3066- 


028- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


323842 
LIB3066- 


028- 


-Ql- 


-Kl- 


-B4 


Seq. 


No. 


323843 











45462 



Seq. 


ID 


LIB3066- 


028 


-Ql 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


323844 
LIB3066- 


028 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


323845 
LIB3066- 


028 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


323846 
LIB3066- 


028 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


323847 
LIB3066- 


028 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 
ID 


323848 
LIB3066- 


028 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


323849 
LIB3066- 


028 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


323850 
LIB3066- 


■028 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


323851 
LIB3066- 


028 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


323852 
LIB3066- 


028 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


323853 
LIB3066- 


028 


-Ql 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


323854 
LIB3066- 


028 


-Ql 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


323855 
LIB3066- 


028 


-Ql 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


323856 
LIB3066- 


028 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


323857 
LIB3066- 


028 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


323858 
LIB3066- 


028 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


323859 
LIB3066- 


029 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


323860 
LIB3066- 


029 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


323861 
LIB3066- 


029 


-Ql- 


-Kl- 


-B2 


Seq. 


No. 


323862 











45463 



Seq. 


ID 


LIB3066- 


029- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


323863 
LIB3066- 


029- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


323864 
LIB3066- 


029- 


-Ql- 


■Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


323865 
LIB3066- 


029- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


323866 
LIB3066- 


029- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


323867 
LIB3066- 


■029- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


323868 
LIB3066- 


■029- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


323869 
LIB3066- 


■029- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


323870 
LIB3066- 


■030- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


323871 
LIB3066- 


■030- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


323872 
LIB3066- 


-030- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


323873 
LIB3066- 


-030- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 
ID 


323874 
LIB3066- 


-030 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


323875 
LIB3066- 


-030 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


323876 
LIB3066- 


-030 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


323877 
LIB3066- 


-030 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


323878 
LIB3066- 


-030 


-Ql- 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


323879 
LIB3066- 


-030 


-Ql 


-El 


-H7 


Seq. 
Seq. 


NO. 

ID 


323880 
LIB3066- 


-030 


-Ql 


-Kl 


-Al 


Seq. 


No. 


323881 











45464 




Seq. 


ID 


LIB3066- 


030- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


323882 
LIB3066- 


030- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


323883 
LIB3066- 


030- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


323884 
LIB3066- 


030- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


323885 
LIB3066- 


030- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


323886 
LIB3066- 


030- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


323887 
LIB3066- 


030- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


323888 
LIB3066- 


030 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


323889 
LIB3066- 


030 


-Ql 


-Kl- 


-D12 


Seq. 
Seq. 


No. 
ID 


323890 
LIB3066- 


030 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


323891 
LIB3066- 


030 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


323892 
LIB3066- 


030 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


323893 
LIB3066- 


030 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


323894 
LIB3066- 


•030 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


323895 
LIB3066- 


■030 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


323896 
LIB3066- 


■030 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


323897 
LIB3066- 


■030 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


323898 
LIB3066- 


-031 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


323899 
LIB3066- 


-031 


-Ql 


-El 


-A10 


Seq. 


No. 


323900 
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Seq. 


ID 


LIB3066- 


031- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 
ID 


323901 
LIB3066- 


031- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


323902 
LIB3066- 


031- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 
ID 


323903 
LIB3066- 


031- 


-Ql- 


-El" 


-A3 


Seq. 
Seq. 


No. 

ID 


323904 
LIB3066- 


031- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


323905 
LIB3066- 


■031- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


323906 
LIB3066- 


•031- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


323907 
LIB3066- 


■031- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


323908 
LIB3066- 


■031- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


323909 
LIB3066- 


■031- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 
ID 


323910 
LIB3066- 


■031- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


323911 
LIB3066- 


-031' 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


323912 
LIB3066- 


-031' 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


323913 
LIB3066- 


-031 


-QL 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


323914 
LIB3066- 


-031' 


-Ql' 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


323915 
LIB3066- 


-031 


-Ql 


-El' 


-B4 


Seq. 
Seq. 


NO. 

ID 


323916 
LIB3066- 


-031 


-Ql' 


-El' 


-B5 


Seq. 
Seq. 


No. 

ID 


323917 
LIB3066- 


-031 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


323918 
LIB3066- 


-031 


-Ql' 


-El 


-B7 


Seq. 


No. 


323919 











45466 




Seq. 


ID 


LIB3066- 


031- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


323920 
LIB3066- 


031- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


323921 
LIB3066- 


031- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


323922 
LIB3066- 


■031- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 
ID 


323923 
LIB3066- 


■031- 


-Ql- 


-El" 


-C12 


Seq. 
Seq. 


No. 

ID 


323924 
LIB3066- 


■031- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


323925 
LIB3066- 


•031- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


323926 
LIB3066- 


■031- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


323927 
LIB3066- 


■031- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


323928 
LIB3066- 


-031- 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 

ID 


323929 
LIB3066- 


-031- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 
ID 


323930 
LIB3066- 


■031- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


323931 
LIB3066- 


-031' 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


323932 
LIB3066- 


-031 


-Ql 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


323933 
LIB3066- 


-031 


-Ql 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


323934 
LIB3066- 


-031 


-Ql 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


323935 
LIB3066- 


-031 


-Ql 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


323936 
LIB3066- 


-031 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


323937 
LIB3066- 


-031 


-Ql 


-El 


-D8 


Seq. 


No. 


323938 











45467 



© 



Seq. 


ID 


LIB3066- 


■031 


-Ql' 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


323939 
LIB3066- 


■031 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 
ID 


323940 
LIB3066- 


■031 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 
ID 


323941 
LIB3066- 


■031 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 
ID 


323942 
LIB3066- 


■031 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


323943 
LIB3066- 


■031 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


323944 
LIB3066- 


■031 


-Ql 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


323945 
LIB3066- 


■031 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


323946 
LIB3066- 


■031 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


323947 
LIB3066- 


■031 


-Ql- 


-El- 


-E8 


Seq. 
Seq, 


No. 

ID 


323948 
LIB3066- 


■031 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


323949 
LIB3066- 


■031 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


323950 
LIB3066- 


■031 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


323951 
LIB3066- 


■031 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


323952 
LIB3066- 


031 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


323953 
LIB3066- 


031 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 
ID 


323954 
LIB3066- 


■031- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 
ID 


323955 
LIB3066- 


031- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


323956 
LIB3066- 


031- 


-Ql- 


-El- 


-F6 


Seq. 


No. 


323957 











45468 




Seq. 


ID 


LIB3066- 


031- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


323958 
LIB3066- 


031- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


323959 
LIB3066- 


031- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


323960 
LIB3066- 


031- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


323961 
LIB3066- 


031- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


323962 
LIB3066- 


•031- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


323963 
LIB3066- 


■031- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


323964 
LIB3066- 


■031- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


323965 
LIB3066- 


-031- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


323966 
LIB3066- 


■031- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


323967 
LIB3066- 


-031- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


323968 
LIB3066- 


-031 


-Ql 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


323969 
LIB3066- 


-031 


-Ql 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


323970 
LIB3066- 


-031 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


323971 
LIB3066- 


-031 


-Ql 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


323972 
LIB3066- 


-031 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


323973 
LIB3066- 


-031 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


323974 
LIB3066- 


-031 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


323975 
LIB3066- 


-031 


-Ql 


-El 


-H6 


Seq. 


No. 


323976 











45469 



Seq. 


ID 


LIB3066- 


031- 


■Ql- 


■El- 


■H8 


Seq. 
Seq. 


No. 
ID 


323977 
LIB3066- 


•031- 


-Ql- 


■Kl- 


•Al 


Seq. 
Seq. 


No. 

ID 


323978 
LIB3066- 


■031- 


-Ql- 


■Kl- 


■A10 


Seq. 
Seq. 


No. 

ID 


323979 
LIB3066- 


■031- 


-Ql- 


■Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


323980 
LIB3066- 


■031- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


323981 
LIB3066- 


■031- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


323982 
LIB3066- 


-031- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


323983 
LIB3066- 


-031- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


323984 
LIB3066- 


-031- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


323985 
LIB3066- 


-031- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


323986 
LIB3066- 


-031- 


-Ql- 


-Kl" 


-C7 


Seq. 
Seq. 


No. 

ID 


323987 
LIB3066- 


-031- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


323988 
LIB3066- 


-031- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


323989 
LIB3066- 


-031- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


323990 
LIB3066- 


-031 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


323991 
LIB3066- 


-031 


-Ql 


-Kl' 


-Ell 


Seq. 
Seq. 


No. 
ID 


323992 
LIB3066- 


-031 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


323993 
LIB3066- 


-031 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


323994 
LIB3066 


-031 


-Ql 


-Kl 


-G4 


Seq. 


No. 


323995 











45470 



Seq. ID LIB3066-031-Q1-K1-G5 

Seq. No. 323996 

Seq. ID LIB3066-031-Q1-K1-G9 

Seq. No. 323997 

Seq. ID LIB3066-032-Q1-E1-A1 

Seq. No. 323998 

Seq. ID LIB3066-032-Q1-E1-A10 

Seq. No. 323999 

Seq. ID LIB3066-032-Q1-E1-A11 

Seq. No. 324000 

Seq. ID LIB3066-032-Q1-E1-A2 

Seq. No. 324001 

Seq. ID LIB3066-032-Q1-E1-A3 

Seq. No. 324002 

Seq. ID LIB3066-032-Q1-E1-A4 

Seq. No. 324003 

Seq. ID LIB3066-032-Q1-E1-A5 

Seq. No. 324004 

Seq. ID LIB3066-032-Q1-E1-A6 

Seq. No. 324005 

Seq. ID LIB3066-032-Q1-E1-A7 

Seq. No. 324006 

Seq. ID LIB3066-032-Q1-E1-A8 

Seq. No. 324007 

Seq. ID LIB3066-032-Q1-E1-B1 

Seq. No. 324008 

Seq. ID LIB3066-032-Q1-E1-B10 

Seq. No. 324009 

Seq. ID LIB3066-032-Q1-E1-B11 

Seq. No. 324010 

Seq. ID LIB3066-032-Q1-E1-B2 

Seq. No. 324011 

Seq. ID LIB3066-032-Q1-E1-B3 

Seq. No. 324012 

Seq. ID LIB3066-032-Q1-E1-B4 

Seq. No. 324013 

Seq. ID LIB3066-032-Q1-E1-B5 

Seq. No. 324014 



45471 




Seq. 


ID 


LIB3066- 


032- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


324015 
LIB3066- 


032- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


324016 
LIB3066- 


032- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


324017 
LIB3066- 


032- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


324018 
LIB3066- 


032- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


324019 
LIB3066- 


032- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


324020 
LIB3066- 


032- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


324021 
LIB3066- 


■032- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


324022 
LIB3066- 


032- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


324023 
LIB3066- 


■032 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


324024 
LIB3066- 


■032 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


324025 
LIB3066- 


■032 


-Ql' 


-El- 


-C7 


Seq. 
Seq. 


No. 

ID 


324026 
LIB3066- 


■032 


-Ql' 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


324027 
LIB3066- 


■032 


-Ql 


-El' 


-C9 


Seq. 
Seq. 


No. 

ID 


324028 
LIB3066- 


-032 


-Ql 


-El' 


-Dl 


Seq. 
Seq. 


No. 
ID 


324029 
LIB3066- 


-032 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


324030 
LIB3066- 


-032 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


324031 
LIB3066- 


-032 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


324032 
LIB3066- 


-032 


-Ql 


-El 


-D3 


Seq. 


No. 


324033 











45472 




Seq. 


ID 


LIB3066- 


032- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


324034 
LIB3066- 


032- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


324035 
LIB3066- 


032- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


324036 
LIB3066- 


032- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


324037 
LIB3066- 


032- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


324038 
LIB3066- 


■032- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


324039 
LIB3066- 


■032- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


324040 
LIB3066- 


■032' 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


324041 
LIB3066- 


■032 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


324042 
LIB3066- 


■032 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


324043 
LIB3066- 


•032 


-Ql' 


-El' 


-E5 


Seq. 
Seq. 


No. 

ID 


324044 
LIB3066- 


■032 


-Ql' 


-El' 


-E6 


Seq. 
Seq. 


No. 

ID 


324045 
LIB3066- 


■032 


-Ql' 


-El' 


-E7 


Seq. 
Seq. 


No. 
ID 


324046 
LIB3066- 


-032 


-Ql' 


-El 


-E8 


Seq. 
Seq. 


No. 
ID 


324047 
LIB3066- 


-032 


-Ql 


-El' 


-F10 


Seq. 
Seq. 


No. 

ID 


324048 
LIB3066- 


-032 


-Ql 


-El' 


-Fll 


Seq. 
Seq. 


No. 

ID 


324049 
LIB3066- 


-032 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


324050 
LIB3066- 


-032 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


324051 
LIB3066- 


-032 


-Ql 


-El 


-F5 


Seq. 


No. 


324052 











45473 



# 



Seq. 


ID 


LIB3066- 


032- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


324053 
LIB3066- 


032- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


324054 
LIB3066- 


032- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


324055 
LIB3066- 


032- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


324056 
LIB3066- 


032- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 


324057 
LIB3066- 


■032- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


324058 
LIB3066- 


•032- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


324059 
LIB3066- 


■032- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


324060 
LIB3066- 


■032- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


324061 
LIB3066- 


-032- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


324062 
LIB3066- 


-032- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


324063 
LIB3066- 


-032' 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


324064 
LIB3066- 


-032 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 

ID 


324065 
LIB3066- 


-032 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


324066 
LIB3066- 


-032 


-Ql' 


-El- 


-H3 


Seq. 
Seq. 


No. 
ID 


324067 
LIB3066- 


-032 


-Ql 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


324068 
LIB3066- 


-032 


-Ql 


-El' 


-H6 


Seq. 
Seq. 


No. 

ID 


324069 
LIB3066- 


-032 


-Ql 


-El' 


-H7 


Seq. 
Seq. 


No. 

ID 


324070 
LIB3066- 


-032 


-Ql 


-El 


-H9 


Seq. 


No. 


324071 











45474 



Seq. 


ID 


LIB3066- 


032- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


324072 
LIB3066- 


032- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


324073 
LIB3066- 


032- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


324074 
LIB3066- 


032- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


324075 
LIB3066- 


032- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


324076 
LIB3066- 


032- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


324077 
LIB3066- 


■032- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 
ID 


324078 
LIB3066- 


•032' 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


324079 
LIB3066- 


■032 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


324080 
LIB3066- 


■032 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


324081 
LIB3066- 


■032 


-Ql' 


-Kl' 


-C6 


Seq. 
Seq. 


No. 

ID 


324082 
LIB3066- 


■032 


-QL 


-Kl' 


-D6 


Seq. 
Seq. 


No. 

ID 


324083 
LIB3066- 


■032 


-Ql' 


-Kl 


-D7 


Seq. 
Seq. 


No. 
ID 


324084 
LIB3066- 


-032 


-Ql 


-Kl' 


-D9 


Seq. 
Seq. 


No. 
ID 


324085 
LIB3066- 


-032 


-Ql 


-Kl' 


-El 


Seq. 
Seq. 


No. 

ID 


324086 
LIB3066- 


-032 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


324087 
LIB3066- 


■032 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


324088 
LIB3066- 


-032 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


324089 
LIB3066- 


-032 


-Ql 


-Kl 


-F3 


Seq. 


No. 


324090 
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Seq. 


ID 


LIB3066- 


032- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


324091 
LIB3066- 


032- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


324092 
LIB3066- 


■032- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 
ID 


324093 
LIB3066- 


032- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


324094 
LIB3066- 


■032- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


324095 
LIB3066- 


-032- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


324096 
LIB3066- 


■032- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


324097 
LIB3066- 


■032- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


324098 
LIB3066- 


-032- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


324099 
LIB3066- 


-033- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


324100 
LIB3066- 


-033- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


324101 
LIB3066- 


-033- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


324102 
LIB3066- 


-033- 


-Ql' 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


324103 
LIB3066- 


-033- 


-Ql 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


324104 
LIB3066- 


-033' 


-Ql 


-El' 


-A7 


Seq. 
Seq. 


No. 
ID 


324105 
LIB3066- 


-033 


-Ql 


-El' 


-Bl 


Seq. 
Seq. 


No. 
ID 


324106 
LIB3066- 


-033 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


324107 
LIB3066- 


-033 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


324108 
LIB3066- 


-033 


-Ql 


-El 


-B12 


Seq. 


No. 


324109 











45476 



# 



Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 



LIB3066-033-Q1-E1-B2 
324110 

LIB3066-033-Q1-E1-B3 
324111 

LIB3066-033-Q1-E1-B5 
324112 

LIB3066-033-Q1-E1-B9 



324113 

LIB3066-033-Q1-E1-C1 
324114 

LIB3066-033-Q1-E1-C10 
324115 

LIB3066-033-Q1-E1-C12 



324116 

LIB3066-033-Q1-E1-C2 
324117 

LIB3066-033-Q1-E1-C3 
324118 

LIB3066-033-Q1-E1-C4 
324119 

LIB3066-033-Q1-E1-C6 
324120 

LIB3066-033-Q1-E1-C7 
324121 

LIB3066-033-Q1-E1-C9 
324122 

LIB3066-033-Q1-E1-D10 
324123 

LIB3066-033-Q1-E1-D11 
324124 

LIB3066-033-Q1-E1-D2 
324125 

LIB3066-033-Q1-E1-D3 
324126 

LIB3066-033-Q1-E1-D4 
324127 

LIB3066-033-Q1-E1-D5 
324128 



45477 



€1 



Seq. 


ID 


LIB3066- 


033- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 
ID 


324129 
LIB3066- 


033- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


324130 
LIB3066- 


033- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 
ID 


324131 
LIB3066- 


033- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


324132 
LIB3066- 


033- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


324133 
LIB3066- 


■033- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


324134 
LIB3066- 


■033- 


-Ql 1 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


324135 
LIB3066- 


■033- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 
ID 


324136 
LIB3066- 


■033- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


324137 
LIB3066- 


■033- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


324138 
LIB3066- 


■033' 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


324139 
LIB3066- 


•033 


-Ql 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


324140 
LIB3066- 


-033 


-Ql 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


324141 
LIB3066- 


■033 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


324142 
LIB3066- 


-033 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


324143 
LIB3066- 


-033 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


324144 
LIB3066- 


-033 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


324145 
LIB3066- 


-033 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


324146 
LIB3066- 


-033 


-Ql 


-El 


-F5 


Seq. 


No. 


324147 











45478 



Seq. 


ID 


LIB3066- 


033- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


324148 
LIB3066- 


033- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


324149 
LIB3066- 


033- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


324150 
LIB3066- 


033- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


324151 
LIB3066- 


033- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


324152 
LIB3066- 


•033- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


324153 
LIB3066- 


■033- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


324154 
LIB3066- 


■033- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


324155 
LIB3066- 


■033- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


324156 
LIB3066- 


•033- 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


324157 
LIB3066- 


■033- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


324158 
LIB3066- 


■033- 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 
ID 


324159 
LIB3066- 


•033- 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 
ID 


324160 
LIB3066- 


■033- 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


324161 
LIB3066- 


■033- 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


324162 
LIB3066- 


-033- 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


324163 
LIB3066- 


-033- 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


324164 
LIB3066- 


■033- 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


324165 
LIB3066- 


■033- 


-Ql 


-Kl 


-A10 


Seq. 


No. 


324166 
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Seq. 


ID 


LIB3066- 


033- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


324167 
LIB3066- 


033- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


324168 
LIB3066- 


033- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


324169 
LIB3066- 


033- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


324170 
LIB3066- 


033- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


324171 
LIB3066- 


■033- 


-Ql- 


-Kl" 


-D3 


Seq. 
Seq. 


No. 

ID 


324172 
LIB3066- 


■033- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


324173 
LIB3066- 


■033- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 
ID 


324174 
LIB3066- 


■033- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


324175 
LIB3066- 


-033- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


324176 
LIB3066- 


-033- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 
ID 


324177 
LIB3066- 


-033- 


-Ql 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


324178 
LIB3066- 


-033- 


-Ql 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


324179 
LIB3066- 


■033- 


-Ql 


-Kl' 


-G10 


Seq. 
Seq. 


No. 

ID 


324180 
LIB3066- 


-033 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


324181 
LIB3066- 


-033 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


324182 
LIB3066- 


-033 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


324183 
LIB3066- 


-033 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


324184 
LIB3066- 


-033 


-Ql 


-Kl 


-H2 


Seq. 


No. 


324185 
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Seq. 


ID 


LIB3066- 


033- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


324186 
LIB3066- 


033- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


324187 
LIB3066- 


033- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


324188 
LIB3066- 


033- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


324189 
LIB3066- 


034- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 
ID 


324190 
LIB3066- 


■034- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


324191 
LIB3066- 


■034- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


324192 
LIB3066- 


■034- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


324193 
LIB3066- 


-034- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


324194 
LIB3066- 


-034 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


324195 
LIB3066- 


-034 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


324196 
LIB3066- 


-034 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


324197 
LIB3066- 


-034 


-Ql' 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


324198 
LIB3066- 


-034 


-Ql 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


324199 
LIB3066- 


-034 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


324200 
LIB3066- 


-034 


-Ql 


-Kl' 


-D6 


Seq. 
Seq. 


No. 
ID 


324201 
LIB3066- 


-034 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


324202 
LIB3066- 


-034 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


324203 
LIB3066- 


-034 


-Ql 


-Kl 


-E8 


Seq. 


No. 


324204 











454 



Seq. 


ID 


LIB3066- 


034- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


324205 
LIB3066- 


034- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


324206 
LIB3066- 


034- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


324207 
LIB3066- 


034- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


NO. 

ID 


324208 
LIB3066- 


035- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


324209 
LIB3066- 


035- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 
ID 


324210 
LIB3066- 


■035- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 
ID 


324211 
LIB3066- 


•035- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


324212 
LIB3066- 


•035- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


324213 
LIB3066- 


•035- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


324214 
LIB3066- 


■035' 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


324215 
LIB3066- 


■035 


-Ql' 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


324216 
LIB3066- 


■035 


-Ql 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


324217 
LIB3066- 


■035 


-Ql 


-Kl' 


-C8 


Seq. 
Seq. 


No. 

ID 


324218 
LIB3066- 


-035 


-Ql 


-Kl' 


-E2 


Seq. 
Seq. 


No. 

ID 


324219 
LIB3066- 


-035 


-Ql 


-Kl' 


-E4 


Seq. 
Seq. 


No. 

ID 


324220 
LIB3066- 


-035 


-Ql 


-Kl' 


-E8 


Seq. 
Seq. 


No. 

ID 


324221 
LIB3066- 


-035 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


324222 
LIB3066- 


-035 


-Ql 


-Kl' 


-F3 


Seq. 


NO. 


324223 
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Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 




LIB3066-035-Q1-K1-G12 
324224 

LIB3066-035-Q1-K1-G6 
324225 

LIB3066-035-Q1-K1-G8 
324226 

LIB3066-035-Q1-K1-H1 
324227 

LIB3066-035-Q1-K1-H10 
324228 

LIB3066-035-Q1-K1-H5 
324229 

LIB3066-035-Q1-K1-H6 
324230 

LIB3066-036-Q1-K1-A6 
324231 

LIB3066-036-Q1-K1-A7 
324232 

LIB3066-036-Q1-K1-B4 
324233 

LIB3066-036-Q1-K1-B5 
324234 

LIB3066-036-Q1-K1-B6 
324235 

LIB3066-036-Q1-K1-C3 
324236 

LIB3066-036-Q1-K1-C4 
324237 

LIB3066-036-Q1-K1-E2 
324238 

LIB3066-036-Q1-K1-E3 
324239 

LIB3066-036-Q1-K1-F7 
324240 

LIB3066-036-Q1-K1-G2 
324241 

LIB3066-036-Q1-K1-H2 
324242 



45483 



Seq. 


ID 


LIB3066- 


036 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 
ID 


324243 
LIB3066- 


036 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


324244 
LIB3066- 


036 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


324245 
LIB3066- 


037 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


324246 
LIB3066- 


037 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


324247 
LIB3066- 


037 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


324248 
LIB3066- 


037 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


324249 
LIB3066- 


037 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


324250 
LIB3066- 


037 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


324251 
LIB3066- 


037 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


324252 
LIB3066- 


037 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


324253 
LIB3066- 


037 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


324254 
LIB3066- 


037 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


324255 
LIB3066- 


037 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


324256 
LIB3066- 


037 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 
ID 


324257 
LIB3066- 


037 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


324258 
LIB3066- 


037 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


324259 
LIB3066- 


037 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


324260 
LIB3066- 


037 


-Ql 


-Kl 


-F10 


Seq. 


No. 


324261 











45484 



Seq. 


ID 


LIB3066- 


037- 


■Ql- 


Kl- 


■F2 


Seq. 
Seq. 


No. 

ID 


324262 
LIB3066- 


037- 


•Ql- 


■Kl- 


■F5 


Seq. 
Seq. 


No. 

ID 


324263 
LIB3066- 


037- 


■Ql- 


■Kl- 


■F9 


Seq. 
Seq. 


No. 

ID 


324264 
LIB3066- 


•037- 


-Ql- 


■Kl- 


•G5 


Seq. 
Seq. 


No. 

ID 


324265 
LIB3066- 


•037- 


■Ql- 


■Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


324266 
LIB3066- 


■037- 


-Ql- 


■Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


324267 
LIB3066- 


-038- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


324268 
LIB3066- 


-038- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 
ID 


324269 
LIB3066- 


-038- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


324270 
LIB3066- 


-038- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


324271 
LIB3066- 


-038- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


324272 
LIB3066- 


-038- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


324273 
LIB3066- 


-038' 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


324274 
LIB3066- 


-038 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 
ID 


324275 
LIB3066- 


-038 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


324276 
LIB3066- 


-038 


-Ql 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


324277 
LIB3066- 


-038 


-Ql 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


324278 
LIB3066- 


-038 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


324279 
LIB3066 


-038 


-Ql 


-Kl 


-Fl 


Seq. 


No. 


324280 











45485 



Seq. 


ID 


LIB3066- 


038- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


324281 
LIB3066- 


038- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


324282 
LIB3066- 


038- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


324283 
LIB3066- 


038- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


324284 
LIB3066- 


038- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


324285 
LIB3066- 


038- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 
ID 


324286 
LIB3066- 


038- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


324287 
LIB3066- 


038- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


324288 
LIB3066- 


■038- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


324289 
LIB3066- 


■038- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


324290 
LIB3066- 


-040' 


-Ql' 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


324291 
LIB3066- 


■040 


-Ql 


-Kl' 


-A6 


Seq. 
Seq. 


No. 

ID 


324292 
LIB3066- 


■040 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


324293 
LIB3066- 


■040 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


324294 
LIB3066- 


-040 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


324295 
LIB3066- 


-040 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


324296 
LIB3066- 


-040 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


324297 
LIB3066- 


-040 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


"No. 
ID 


324298 
LIB3066- 


■040 


-Ql 


-Kl 


-D4 


Seq. 


No. 


324299 
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Seq. 


ID 


LIB3066- 


040- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


324300 
LIB3066- 


040- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


324301 
LIB3066- 


-040- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


324302 
LIB3066- 


040- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


324303 
LIB3066- 


■040- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


324304 
LIB3066- 


•040- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


324305 
LIB3066- 


-040- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


324306 
LIB3066- 


■040- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 
ID 


324307 
LIB3066- 


■040- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


324308 
LIB3066- 


■040- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 
ID 


324309 
LIB3066- 


■042' 


-Ql 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


324310 
LIB3066- 


■042- 


-Ql 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


324311 
LIB3066- 


-042 


-Ql 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


324312 
LIB3066- 


-042 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


324313 
LIB3066- 


-042 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


324314 
LIB3066- 


-042 


-Ql 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


324315 
LIB3066- 


-042 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


324316 
LIB3066- 


-042 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


324317 
LIB3066- 


-042 


-Ql 


-Kl 


-E4 


Seq. 


No. 


324318 











45487 




Seq. 


ID 


LIB3066- 


042- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


324319 
LIB3066- 


042- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


324320 
LIB3066- 


042- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


324321 
LIB3066- 


042- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


324322 
LIB3066- 


042- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


324323 
LIB3066- 


■042- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


324324 
LIB3066- 


■042- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


324325 
LIB3066- 


•043- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


324326 
LIB3066- 


•043- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


324327 
LIB3066- 


■043- 


-Ql' 


-Kl' 


-A7 


Seq. 
Seq. 


No. 
ID 


324328 
LIB3066- 


■043' 


-Ql 


-Kl' 


-A8 


Seq. 
Seq. 


No. 

ID 


324329 
LIB3066- 


■043' 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


324330 
LIB3066- 


■043 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


324331 
LIB3066- 


■043 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


324332 
LIB3066- 


■043 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


324333 
LIB3066- 


■043 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 
ID 


324334 
LIB3066- 


■043 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


324335 
LIB3066- 


■043 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


324336 
LIB3066- 


■043 


-Ql 


-Kl 


-D10 


Seq. 


No. 


324337 











45488 




Seq. 


ID 


LIB3066- 


043' 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


324338 
LIB3066- 


043' 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


324339 
LIB3066- 


043' 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


324340 
LIB3066- 


043' 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 
ID 


324341 
LIB3066- 


043' 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


324342 
LIB3066- 


043' 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


324343 
LIB3066- 


043' 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


324344 
LIB3066- 


043' 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


324345 
LIB3066- 


044' 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


324346 
LIB3066- 


■044' 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


324347 
LIB3066- 


■044 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


324348 
LIB3066- 


■044 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


324349 
LIB3066- 


•044 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 
ID 


324350 
LIB3066- 


•044 


-Ql- 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


324351 
LIB3066- 


■044 


-Ql- 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


324352 
LIB3066- 


■044 


-Ql- 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


324353 
LIB3066- 


•044 


-Ql- 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


324354 
LIB3066- 


■044 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


324355 
LIB3066- 


044 


-Ql- 


-Kl- 


-D12 


Seq. 


No. 


324356 











45489 



Seq. 


ID 


LIB3066- 


044- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


324357 
LIB3066- 


044- 


-Ql- 


■Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


324358 
LIB3066- 


044- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


324359 
LIB3066- 


044- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


324360 
LIB3066- 


044- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


324361 
LIB3066- 


■044- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


324362 
LIB3066- 


■044- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


324363 
LIB3066- 


■044- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


NO. 
ID 


324364 
LIB3066- 


■044- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


324365 
LIB3066- 


■044- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


324366 
LIB3066- 


-044- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


324367 
LIB3066- 


-044 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


324368 
LIB3066- 


-044' 


-Ql' 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


324369 
LIB3066- 


-044 


-Ql 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


324370 
LIB3066- 


-044 


-Ql 


-Kl' 


-G7 


Seq. 
Seq. 


No. 

ID 


324371 
LIB3066- 


-044 


-Ql' 


-Kl' 


-H2 


Seq. 
Seq. 


No. 

ID 


324372 
LIB3066- 


-045 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


324373 
LIB3066- 


-045 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


324374 
LIB3066- 


-045 


-Ql 


-Kl 


-A7 


Seq. 


No. 


324375 











45490 



Seq. 


ID 


LIB3066- 


045- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


324376 
LIB3066- 


045- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


324377 
LIB3066- 


045- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


324378 
LIB3066- 


045- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


324379 
LIB3066- 


045- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


324380 
LIB3066- 


■045- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


324381 
LIB3066- 


■045- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


324382 
LIB3066- 


045- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


324383 
LIB3066- 


■045- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


324384 
LIB3066- 


•045- 


-Ql- 


-Kl' 


-D10 


Seq. 
Seq. 


No. 

ID 


324385 
LIB3066- 


■045- 


-Ql' 


-Kl' 


-D12 


Seq. 
Seq. 


No. 

ID 


324386 
LIB3066- 


•045' 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


324387 
LIB3066- 


•045 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


324388 
LIB3066- 


■045 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


324389 
LIB3066- 


■045 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 
ID 


324390 
LIB3066- 


■045 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No, 

ID 


324391 
LIB3066- 


■045 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


324392 
LIB3066- 


■045 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


324393 
LIB3066- 


■045' 


-Ql 


-Kl 


-G6 


Seq. 


No. 


324394 
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Seq. 


ID 


LIB3066- 


045- 


■Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


324395 
LIB3066- 


045- 


-Ql- 


■Kl- 


-H12 


Seq. 
Seq. 


No. 
ID 


324396 
LIB3066- 


045- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


324397 
LIB3066- 


■045- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


324398 
LIB3066- 


■046- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 
ID 


324399 
LIB3066- 


■046- 


-Ql" 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


324400 
LIB3066- 


-046- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


324401 
LIB3066- 


-046- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


324402 
LIB3066- 


-046- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


324403 
LIB3066- 


-046- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


324404 
LIB3066- 


-046- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


324405 
LIB3066- 


-046- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


324406 
LIB3066- 


-046- 


-Ql- 


-Kl' 


-F4 


Seq. 
Seq. 


No. 

ID 


324407 
LIB3066- 


-046- 


-Ql. 


-Kl' 


-F6 


Seq. 
Seq. 


No. 

ID 


324408 
LIB3066- 


-046- 


-Ql 


-Kl' 


-G2 


Seq. 
Seq. 


No. 

ID 


324409 
LIB3066- 


-046- 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


324410 
LIB3066- 


-046- 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


324411 
LIB3066- 


-046- 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


324412 
LIB3066- 


-046- 


-Ql 


-Kl 


-H6 


Seq. 


No. 


324413 
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Seq. 


ID 


LIB3066- 


046- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


324414 
LIB3066- 


047- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


324415 
LIB3066- 


047- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


324416 
LIB3066- 


•047- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


324417 
LIB3066- 


■047- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq, 


No. 

ID 


324418 
LIB3066- 


■047- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


NO. 

ID 


324419 
LIB3066- 


-047- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


324420 
LIB3066- 


■047- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


324421 
LIB3066- 


■047- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 
ID 


324422 
LIB3066- 


-047- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


324423 
LIB3066- 


-047- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


324424 
LIB3066- 


-047- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


324425 
LIB3066- 


-047 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


324426 
LIB3066- 


-047 


-Ql' 


-Kl' 


-C4 


Seq. 
Seq. 


No. 

ID 


324427 
LIB3066- 


-047 


-QL 


-Kl' 


-D2 


Seq. 
Seq. 


No. 

ID 


324428 
LIB3066- 


-047 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


324429 
LIB3066- 


-047 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


324430 
LIB3066- 


-047 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


324431 
LIB3066- 


-047 


-Ql 


-Kl 


-Fl 


Seq. 


No. 


324432 
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Seq. 


ID 


LIB3066- 


047- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


324433 
LIB3066- 


047- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


324434 
LIB3066- 


047- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


324435 
LIB3066- 


•047- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


324436 
LIB3066- 


■047- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


324437 
LIB3066- 


■047- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


324438 
LIB3066- 


•047- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


324439 
LIB3066- 


-047 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


324440 
LIB3066- 


-047 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 
ID 


324441 
LIB3066- 


■047 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 
ID 


324442 
LIB3066- 


-047 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 
ID 


324443 
LIB3066- 


-047 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


324444 
LIB3066- 


-048 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


324445 
LIB3066- 


-048 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


324446 
LIB3066- 


-048 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


324447 
LIB3066- 


-048 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


324448 
LIB3066- 


-048 


-Ql 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


324449 
LIB3066- 


-048 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


324450 
LIB3066- 


-048 


-Ql 


-Kl 


-B2 


Seq. 


No. 


324451 











45494 



Seq. 


ID 


LIB3066- 


048- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


324452 
LIB3066- 


048' 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


324453 
LIB3066- 


048' 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


324454 
LIB3066- 


048 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


324455 
LIB3066- 


048 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


324456 
LIB3066- 


■048 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


324457 
LIB3066- 


■048 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


324458 
LIB3066- 


•048 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


324459 
LIB3066- 


■048 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 
ID 


324460 
LIB3066- 


■048 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 
ID 


324461 
LIB3066- 


■048 


-Ql- 


-Kl' 


-E10 


Seq. 
Seq. 


No. 
ID 


324462 
LIB3066- 


■048 


-QL 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


324463 
LIB3066- 


■048 


-Ql' 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


324464 
LIB3066- 


-048 


-Ql' 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


324465 
LIB3066- 


-048 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


324466 
LIB3066- 


-048 


-Ql' 


-Kl 


-F9 


Seq. 
Seq. 


No. 
ID 


324467 
LIB3066- 


-048 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


324468 
LIB3066- 


-048 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


324469 
LIB3066- 


-048 


-Ql 


-Kl 


-G3 


Seq. 


No. 


324470 











45495 



Seq. 


ID 


LIB3066- 


048- 


-Ql- 


■Kl- 


■G4 


Seq. 
Seq. 


No. 
ID 


324471 
LIB3066- 


048- 


•Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 
ID 


324472 
LIB3066- 


048- 


-Ql- 


■Kl- 


-HI 


Seq. 
Seq. 


No. 
ID 


324473 
LIB3066- 


■048- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


324474 
LIB3066- 


■048- 


■Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


324475 
LIB3066- 


■048- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


324476 
LIB3066- 


-049- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


324477 
LIB3066- 


■049- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 
ID 


324478 
LIB3066- 


-049- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


324479 
LIB3066- 


-049- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


324480 
LIB3066- 


-049- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


324481 
LIB3066- 


-049- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


324482 
LIB3066- 


-049- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


324483 
LIB3066- 


-049- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


324484 
LIB3066- 


-049- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


324485 
LIB3066- 


-049' 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


324486 
LIB3066- 


-049 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


324487 
LIB3066- 


-049 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


324488 
LIB3066- 


-049 


-Ql 


-Kl 


-F4 


Seq. 


No. 


324489 
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Seq. 


ID 


LIB3066- 


049- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 
ID 


324490 
LIB3066- 


049- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


324491 
LIB3066- 


049- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


324492 
LIB3066- 


049- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


324493 
LIB3066- 


049- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


324494 
LIB3066- 


■050- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


324495 
LIB3066- 


■050- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 
ID 


324496 
LIB3066- 


■050- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


324497 
LIB3066- 


■050- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


324498 
LIB3066- 


■050- 


-Ql- 


-Kl' 


-B3 


Seq. 
Seq. 


No. 

ID 


324499 
LIB3066- 


-050- 


-Ql' 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


324500 
LIB3066- 


-050- 


-Ql' 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


324501 
LIB3066- 


-050- 


-Ql' 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


324502 
LIB3066- 


-050' 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


324503 
LIB3066- 


-050' 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


324504 
LIB3066- 


-050 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


324505 
LIB3066- 


-050 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


324506 
LIB3066- 


-050 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


324507 
LIB3066- 


-050 


-Ql 


-Kl 


-F5 


Seq. 


No. 


324508 











45497 



# 



Seq. ID LIB3066-050-Q1-K1-F6 

Seq. No. 324509 

Seq, ID LIB3066-050-Q1-K1-G8 

Seq. No. 324510 

Seq. ID LIB3066-050-Q1-K1-H1 

Seq. No. 324511 

Seq. ID LIB3066-050-Q1-K1-H11 

Seq. No. 324512 

Seq. ID LIB3066-051-Q1-K1-A11 

Seq. No. 324513 

Seq. ID LIB3066-051-Q1-K1-A5 

Seq. No. 324514 

Seq. ID LIB3066-051-Q1-K1-A7 

Seq. No. 324515 

Seq. ID LIB3066-051-Q1-K1-B10 

Seq. No. 324516 

Seq. ID LIB3066-051-Q1-K1-B2 

Seq. No. 324517 

Seq. ID LIB3066-051-Q1-K1-C2 

Seq. No. 324518 

Seq. ID LIB3066-051-Q1-K1-D11 

Seq. No. 324519 

Seq. ID LIB3066-051-Q1-K1-D9 

Seq. No. 324520 

Seq. ID LIB3066-051-Q1-K1-E4 

Seq. No. 324521 

Seq. ID LIB3066-051-Q1-K1-E6 

Seq. No. 324522 

Seq. ID LIB3066-051-Q1-K1-F2 

Seq. No. 324523 

Seq. ID LIB3066-051-Q1-K1-F8 

Seq. No. 324524 

Seq. ID LIB3066-051-Q1-K1-G3 

Seq. No. 324525 

Seq. ID LIB3066-051-Q1-K1-G5 

Seq. No. 324526 

Seq. ID LIB3066-051-Q1-K1-G8 

Seq. No. 324527 

45498 




Seq. 


ID 


LIB3066- 


051- 


-Ql- 


■Kl- 


■H2 


Seq. 
Seq. 


No. 

ID 


324528 
LIB3066- 


051- 


•Ql- 


■Kl- 


■H3 


Seq. 
Seq. 


No. 

ID 


324529 
LIB3066- 


■051- 


-Ql- 


■Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


324530 
LIB3066- 


■051- 


-Ql- 


■Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


324531 
LIB3066- 


■052- 


-Ql- 


■Kl- 


■A12 


Seq. 
Seq. 


No. 

ID 


324532 
LIB3066- 


■052- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


324533 
LIB3066- 


-052- 


-Ql- 


■Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


324534 
LIB3066- 


-052- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


324535 
LIB3066- 


-052- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 
ID 


324536 
LIB3066- 


-052- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


324537 
LIB3066- 


-052- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


324538 
LIB3066- 


-052- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


324539 
LIB3066- 


-052- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


324540 
LIB3066- 


-052 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 
ID 


324541 
LIB3066- 


-052 


-Ql 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


324542 
LIB3066- 


-052 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


324543 
LIB3066- 


-052 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


324544 
LIB3066 


-052 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 
ID 


324545 
LIB3066 


-052 


-Ql 


-Kl 


-F2 


Seq. 


No. 


324546 











45499 




Seq. 


ID 


LIB3066- 


052- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


324547 
LIB3066- 


052- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


324548 
LIB3066- 


052- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


324549 
LIB3066- 


052- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


324550 
LIB3066- 


052- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


324551 
LIB3066- 


■052- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


324552 
LIB3066- 


■052- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


324553 
LIB3066- 


-052- 


-Ql- 


-Kl' 


-H12 


Seq. 
Seq. 


No, 

ID 


324554 
LIB3066- 


•052- 


-Ql- 


-Kl' 


-H3 


Seq. 
Seq. 


No. 

ID 


324555 
LIB3066- 


■052- 


-Ql- 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


324556 
LIB3066- 


■053- 


-Ql- 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


324557 
LIB3066- 


■053' 


-Ql- 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


324558 
LIB3066- 


■053' 


-Ql- 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


324559 
LIB3066- 


■053' 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


324560 
LIB3066- 


■053 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


324561 
LIB3066- 


■053' 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 
ID 


324562 
LIB3066- 


■053' 


-Ql 


-Kl 


-C5 


Seq. 
Seq . 


No. 

T Pi 


324563 

LIdjUdo- 


fi c; *5 


-yi 


i<rl 
i\l 


L- / 


Seq. 
Seq. 


No. 
ID 


324564 
LIB3066- 


■053 


-Ql 


-Kl 


-D10 


Seq. 


No. 


324565 
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Seq. ID LIB3066-053-Q1-K1-D11 

Seq. No. 324566 

Seq. ID LIB3066-053-Q1-K1-D5 

Seq. No. 324567 

Seq. ID LIB3066-053-Q1-K1-E1 

Seq. No. 324568 

Seq. ID LIB3066-053-Q1-K1-E5 

Seq. No. 324569 

Seq. ID LIB3066-053-Q1-K1-E9 

Seq. No. 324570 

Seq. ID LIB3066-053-Q1-K1-F11 

Seq. No. 324571 

Seq. ID LIB3066-053-Q1-K1-F6 

Seq. No. 324572 

Seq. ID LIB3066-053-Q1-K1-H10 

Seq. No. 324573 

Seq. ID LIB3066-054-Q1-K1-A9 

Seq. No. 324574 

Seq. ID LIB3066-054-Q1-K1-B11 

Seq. No. 324575 

Seq. ID LIB3066-054-Q1-K1-B2 

Seq. No. 324576 

Seq. ID LIB3066-054-Q1-K1-B7 

Seq. No. 324577 

Seq. ID LIB3066-054-Q1-K1-C2 

Seq. No. 324578 

Seq. ID LIB3066-054-Q1-K1-C9 

Seq. No. 324579 

Seq. ID LIB3066-054-Q1-K1-D10 

Seq. No. 324580 

Seq. ID LIB3066-054-Q1-K1-D3 

Seq. No. 324581 

Seq. ID LIB3066-054-Q1-K1-E6 

Seq. No. 324582 

Seq. ID LIB3066-054-Q1-K1-F11 

Seq. No. 324583 

Seq. ID LIB3066-054-Q1-K1-F8 

Seq. No. 324584 



45501 



Seq. 


ID 


LIB3066- 


054- 


Ql- 


Kl- 


G9 


Seq. 
Seq. 


No. 

ID 


324585 
LIB3066- 


054- 


■Ql- 


■Kl- 


■H2 


Seq. 
Seq. 


No. 

ID 


324586 
LIB3066- 


055- 


•Ql- 


■Kl- 


■A12 


Seq. 
Seq. 


No. 
ID 


324587 
LIB3066- 


055- 


■Ql- 


-Kl- 


•A6 


Seq. 
Seq. 


No. 

ID 


324588 
LIB3066- 


■055- 


■Ql- 


-Kl- 


■A8 


Seq. 
Seq. 


No. 

ID 


324589 
LIB3066- 


•055- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


324590 
LIB3066- 


-055- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


324591 
LIB3066- 


-055- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


324592 
LIB3066- 


-055- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


324593 
LIB3066- 


-055- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


324594 
LIB3066- 


-055- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


324595 
LIB3066- 


-055- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


324596 
LIB3066- 


-055- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 
ID 


324597 
LIB3066- 


-055- 




-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


324598 
LIB3066- 


-055 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


324599 
LIB3066- 


-055 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


324600 
LIB3066- 


-055 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


324601 
LIB3066 


-055 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


324602 
LIB3066 


-055 


-Ql 


-Kl 


-G2 


Seq. 


No. 


324603 
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Seq. 


ID 


LIB3066- 


055- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


324604 
LIB3066- 


055- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 
ID 


324605 
LIB3066- 


055- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


324606 
LIB3066- 


055- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


324607 
LIB3066- 


055- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


324608 
LIB3066- 


055- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


324609 
LIB3066- 


•055- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


324610 
LIB3066- 


•056- 


-Ql- 


-Kl- 


-A12 


Seq. 
S.eq. 


No. 

ID 


324611 
LIB3066- 


-056- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


324612 
LIB3066- 


■056- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


324613 
LIB3066- 


•056- 


-Ql- 


-Kl' 


-A7 


Seq. 
Seq. 


No. 

ID 


324614 
LIB3066- 


-056- 


-Ql- 


-Kl' 


-B12 


Seq. 
Seq. 


No. 

ID 


324615 
LIB3066- 


-056- 


-Ql- 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


324616 
LIB3066- 


-056- 


-Ql' 


-Kl' 


-C2 


Seq. 
Seq. 


No. 

ID 


324617 
LIB3066- 


-056- 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


324618 
LIB3066- 


■056- 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


324619 
LIB3066- 


-056' 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


324620 
LIB3066- 


-056' 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


324621 
LIB3066- 


-056 


-Ql 


-Kl 


-F2 


Seq. 


No. 


324622 











45503 



Seq. 


ID 


LIB3066- 


-056- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


324623 
LIB3066- 


-056- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


324624 
LIB3066- 


-056- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


324625 
LIB3066- 


-056- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


324626 
LIB3066- 


-056- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


324627 
LIB3066- 


-056- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


324628 
LIB3066- 


-056- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


324629 
LIB3066- 


-056- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


324630 
LIB3067' 


-001- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


324631 
LIB3067 


-001- 


-Ql' 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


324632 
LIB3067 


-001' 


-Ql' 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


324633 
LIB3067 


-001' 


-Ql' 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


324634 
LIB3067 


-001 


-Ql 


-Kl- 


-C2 


Seq. 
Seq. 


No. 
ID 


324635 
LIB3067 


-001 


-Ql 


-Kl' 


-C3 


Seq. 
Seq. 


No. 

ID 


324636 
LIB3067 


-001 


-Ql 


-Kl' 


-D12 


Seq. 
Seq. 


No. 

ID 


324637 
LIB3067 


-001 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


324638 
LIB3067 


-001 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


324639 
LIB3067 


-001 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


324640 
LIB3067 


-001 


-Ql 


-Kl 


-El 


Seq. 


No. 


324641 











45504 



# 



Seq. 


ID 


LIB3067- 


-001- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


324642 
LIB3067- 


-001- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


324643 
LIB3067- 


-001- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


324644 
LIB3067- 


-001- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


324645 
LIB3067- 


-001- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


324646 
LIB3067- 


-001- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


324647 
LIB3067- 


-001- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


324648 
LIB3067- 


-001- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 
ID 


324649 
LIB3067- 


-001- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 
ID 


324650 
LIB3067- 


-001- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


324651 
LIB3067- 


-001' 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 
ID 


324652 
LIB3067' 


-001' 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


324653 
LIB3067- 


-001 


-Ql' 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


324654 
LIB3067 


-001 


-Ql 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


324655 
LIB3067 


-001 


-Ql 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


324656 
LIB3067 


-001 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


324657 
LIB3067 


-001 


-Ql 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


324658 
LIB3067 


-002 


-Ql 


-Kl- 


-All 


Seq. 
Seq. 


No. 
ID 


324659 
LIB3067 


-002 


-Ql 


-Kl 


-A2 


Seq. 


No. 


324660 











45505 




Seq. 


ID 


LIB3067- 


-002- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


324661 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


324662 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


324663 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


324664 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


324665 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


324666 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


324667 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


324668 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 
ID 


324669 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 
ID 


324670 
LIB3067 


-002- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 
ID 


324671 
LIB3067' 


-002- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


324672 
LIB3067 


-002 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


324673 
LIB3067 


-002 


-Ql' 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


324674 
LIB3067 


-002 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


324675 
LIB3067 


-002 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 
ID 


324676 
LIB3067 


-002 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


324677 
LIB3067 


-002 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 
ID 


324678 
LIB3067 


-002 


-Ql 


-Kl 


-G3 


Seq. 


No. 


324679 











45506 



Seq. 


ID 


LIB3067- 


-002- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


324680 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


324681 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


324682 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


324683 
LIB3067- 


-002- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


324684 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


324685 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


324686 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


324687 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


324688 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


324689 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


324690 
LIB3067- 


-003- 


-Ql' 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


324691 
LIB3067 


-003- 


-QL 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


324692 
LIB3067 


-003- 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


324693 
LIB3067 


-003' 


-Ql 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


324694 
LIB3067 


-003- 


-Ql 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


324695 
LIB3067 


-003 


-Ql 


-Kl' 


-E9 


Seq. 
Seq. 


No. 

ID 


324696 
LIB3067 


-003 


-Ql 


-Kl' 


-F12 


Seq. 
Seq. 


No. 

ID 


324697 
LIB3067 


-003 


-Ql 


-Kl' 


-F3 


Seq. 


No. 


324698 
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Seq. 


ID 


LIB3067- 


-003- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


324699 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


324700 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


324701 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


324702 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


324703 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


324704 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


324705 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


324706 
LIB3067- 


-003- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


324707 
LIB3067- 


-003 


-Ql 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


324708 
LIB3067 


-004 


-Ql 


-Kl- 


-Al 


Seq. 
Seq. 


No. 
ID 


324709 
LIB3067 


-004 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


324710 
LIB3067 


-004 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


324711 
LIB3067 


-004 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


324712 
LIB3067 


-004 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


324713 
LIB3067 


-004 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


324714 
LIB3067 


-004 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


324715 
LIB3067 


-004 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


324716 
LIB3067 


-004 


-Ql 


-Kl 


-B5 


Seq. 


No. 


324717 











45508 



# 



Seq. 


ID 


LIB3067- 


-004- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 
ID 


324718 
LIB3067- 


-004- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


324719 
LIB3067- 


-004- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 
ID 


324720 
LIB3067- 


-004- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


324721 
LIB3067- 


-004- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


324722 
LIB3067- 


-004' 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


324723 
LIB3067- 


-004 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 
ID 


324724 
LIB3067' 


-004 


-Ql- 


-Kl- 


-C8 


Seq . 
Seq. 


No. 
ID 


324725 
LIB3067' 


-004 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


324726 
LIB3067' 


-004 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 
ID 


324727 
LIB3067 


-004 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


324728 
LIB3067 


-004 


-Ql 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


324729 
LIB3067 


-004 


-Ql 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


324730 
LIB3067 


-004 


-Ql 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


324731 
LIB3067 


-004 


-Ql 


-Kl- 


-E10 


Seq. 
Seq. 


No. 
ID 


324732 
LIB3067 


-004 


-Ql 


-Kl' 


-E3 


Seq. 
Seq. 


No. 

ID 


324733 
LIB3067 


-004 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 
ID 


324734 
LIB3067 


-004 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


324735 
LIB3067 


-004 


-Ql 


-Kl 


-F10 


Seq. 


No. 


324736 











45509 



Seq. 


ID 


LIB3067 


-004- 


-Ql' 


-Kl' 


-F2 


Seq. 
Seq. 


No. 

ID 


324737 
LIB3067 


-004- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


324738 
LIB3067 


-004- 


-Ql' 


-Kl' 


-F7 


Seq. 
Seq. 


No. 

ID 


324739 
LIB3067 


-004' 


-Ql 


-Kl' 


-Gil 


Seq. 
Seq. 


No. 

ID 


324740 
LIB3067 


-004' 


-QL 


-Kl' 


-G2 


Seq. 
Seq. 


No. 

ID 


324741 
LIB3067 


-004- 


-Ql- 


-Kl 


-G6 


Seq. 
Seq. 


No. 
ID 


324742 
LIB3067 


-004' 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


324743 
LIB3067 


-004' 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


324744 
LIB3067 


-004' 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


324745 
LIB3067 


-004 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 
ID 


324746 
LIB3067 


-004 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


324747 
LIB3067 


-005 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 
ID 


324748 
LIB3067 


-005 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


324749 
LIB3067 


-005 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


324750 
LIB3067 


-005 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


324751 
LIB3067 


-005 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


324752 
LIB3067 


-005' 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


324753 
LIB3067 


-005' 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 
ID 


324754 
LIB3067 


-005' 


-QL 


-Kl 


-D2 


Seq. 


No. 


324755 











45510 



Seq. 


ID 


LIB3067- 


-005- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 
ID 


324756 
LIB3067- 


-005- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


324757 
LIB3067- 


-005- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 
ID 


324758 
LIB3067- 


-005- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


324759 
LIB3067- 


-005- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


324760 
LIB3067- 


-005- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


324761 
LIB3067- 


-005- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


324762 
LIB3067- 


-005- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


324763 
LIB3067- 


-005- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


324764 
LIB3067- 


-005- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


324765 
LIB3067- 


-005- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


324766 
LIB3067- 


-005 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


324767 
LIB3067 


-005 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


324768 
LIB3067 


-005 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


324769 
LIB3067 


-006 


-Ql 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


324770 
LIB3067 


-006 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


324771 
LIB3067 


-006 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


324772 
LIB3067 


-006 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


324773 
LIB3067 


-006 


-Ql 


-Kl 


-D10 


Seq. 


No. 


324774 
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Seq. 


ID 


LIB3067- 


-006- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


324775 
LIB3067- 


-006- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


324776 
LIB3067- 


-006- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


324777 
LIB3067- 


-006- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


324778 
LIB3067- 


-006- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


324779 
LIB3067- 


-006- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


NO. 

ID 


324780 
LIB3067- 


-006- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


324781 
LIB3067- 


-006- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


324782 
LIB3067- 


-006- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


324783 
LIB3067- 


-006' 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


324784 
LIB3067 


-006 


-Ql' 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


324785 
LIB3067 


-007 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


324786 
LIB3067 


-007 


-Ql 


-Kl' 


-A3 


Seq. 
Seq. 


No. 

ID 


324787 
LIB3067 


-007 


-Ql 


-Kl' 


-A8 


Seq. 
Seq. 


No. 

ID 


324788 
LIB3067 


-007 


-Ql 


-Kl' 


-Bl 


Seq. 
Seq. 


No. 

ID 


324789 
LIB3067 


-007 


-Ql' 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


324790 
LIB3067 


-007 


-Ql 


-Kl' 


-C4 


Seq. 
Seq. 


No. 

ID 


324791 
LIB3067 


-007 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


324792 
LIB3067 


-007 


-Ql 


-Kl 


-C9 


Seq. 


No. 


324793 











45512 



Seq. 


ID 


LIB3067- 


-007- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


324794 
LIB3067- 


-007- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


324795 
LIB3067- 


-007- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


324796 
LIB3067- 


-007- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


324797 
LIB3067- 


-007- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 
ID 


324798 
LIB3067- 


-007- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


324799 
LIB3067' 


-007- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


324800 
LIB3067' 


-007- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


324801 
LIB3067 


-007' 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


324802 
LIB3067 


-007 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


324803 
LIB3067 


-007 


-Ql' 


-Kl' 


-F3 


Seq. 
Seq. 


No. 
ID 


324804 
LIB3067 


-007 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


324805 
LIB3067 


-007 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


324806 
LIB3067 


-007 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


324807 
LIB3067 


-007 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


324808 
LIB3067 


-007 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


324809 
LIB3067 


-007 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 
ID 


324810 
LIB3067 


-007 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 
ID 


324811 
LIB3067 


-008 


-Ql 


-Kl 


-A10 


Seq. 


No. 


324812 











45513 



Seq. 


ID 


LIB3067- 


-008- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


324813 
LIB3067- 


-008- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


324814 
LIB3067- 


-008- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


324815 
LIB3067- 


-008' 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


324816 
LIB3067- 


-008 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


324817 
LIB3067- 


-008 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


324818 
LIB3067- 


-008 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


324819 
LIB3067- 


-008 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


324820 
LIB3067- 


-008 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


324821 
LIB3067 


-008 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


324822 
LIB3067 


-008 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


324823 
LIB3067 


-008 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


324824 
LIB3067 


-008 


-Ql 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


324825 
LIB3067 


-008 


-Ql 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


324826 
LIB3067 


-008 


-Ql 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


324827 
LIB3067 


-008 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


324828 
LIB3067 


-008 


-Ql 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


324829 
LIB3067 


-008 


-Ql 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


324830 
LIB3067 


-008 


-Ql 


-Kl 


-Gil 


Seq. 


No. 


324831 











4551 




Seq. 


ID 


LIB3067- 


008- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


324832 
LIB3067- 


008' 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


324833 
LIB3067- 


008- 


-Ql' 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


324834 
LIB3067- 


008- 


-Ql' 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


324835 
LIB3067- 


008- 


-Ql' 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


324836 
LIB3067- 


008' 


-Ql' 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


324837 
LIB3067- 


008' 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


324838 
LIB3067- 


009' 


-Ql' 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


324839 
LIB3067- 


009' 


-Ql' 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


324840 
LIB3067- 


009' 


-Ql 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


324841 
LIB3067- 


■009' 


-Ql 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


324842 
LIB3067- 


■009 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


324843 
LIB3067- 


•009 


-Ql 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


324844 
LIB3067- 


009 


-Ql 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


324845 
LIB3067- 


■009- 


-Ql 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


324846 
LIB3067- 


■009' 


-Ql 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


324847 
LIB3067- 


009' 


-Ql 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


324848 
LIB3067- 


009' 


-Ql' 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


324849 
LIB3067- 


009' 


-Ql' 


-Kl- 


-El 


Seq. 


No. 


324850 
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Seq. 


ID 


LIB3067- 


-009- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


324851 
LIB3067- 


-009- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


324852 
LIB3067- 


-009- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


324853 
LIB3067- 


-009- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


324854 
LIB3067- 


-009- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


324855 
LIB3067- 


-009- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


324856 
LIB3067- 


-009- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


324857 
LIB3067- 


-009- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


324858 
LIB3067' 


-009- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


324859 
LIB3067 


-009- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


324860 
LIB3067 


-009- 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


324861 
LIB3067 


-009- 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


324862 
LIB3067 


-009- 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


324863 
LIB3067 


-009 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


324864 
LIB3067 


-010- 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


324865 
LIB3067 


-010' 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


324866 
LIB3067 


-010 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


324867 
LIB3067 


-010 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


324868 
LIB3067 


-010 


-Ql 


-Kl 


-C8 


Seq. 


No. 


324869 
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Seq. 


ID 


LIB3067- 


-010- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 
ID 


324870 
LIB3067- 


-010- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


324871 
LIB3067- 


-010- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


324872 
LIB3067- 


-010- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 
ID 


324873 
LIB3067- 


-010- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


324874 
LIB3067- 


-010- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


324875 
LIB3067- 


-010- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


324876 
LIB3067- 


-010- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


324877 
LIB3067- 


-010- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


324878 
LIB3067- 


-010- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


324879 
LIB3067' 


-010- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


324880 
LIB3067 


-010- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


324881 
LIB3067 


-010- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


324882 
LIB3067 


-010 


-Ql 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


324883 
LIB3067 


-010 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


324884 
LIB3067 


-010 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 
ID 


324885 
LIB3067 


-011 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 
ID 


324886 
LIB3067 


-011 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


324887 
LIB3067 


-011 


-Ql 


-Kl 


-Bl 


Seq. 


No. 


324888 











45517 



Seq. 


ID 


LIB3067- 


-011- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


324889 
LIB3067- 


-011- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 
ID 


324890 
LIB3067- 


-011- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


324891 
LIB3067- 


-011- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


324892 
LIB3067- 


-011- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


324893 
LIB3067- 


-011- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


324894 
LIB3067 


-011 


-Ql 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


324895 
LIB3067 


-011 


-Ql 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


324896 
LIB3067 


-011 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


324897 
LIB3067 


-011 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


324898 
LIB3067 


-011 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


324899 
LIB3067 


-011 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


324900 
LIB3067 


-011 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


324901 
LIB3067 


-011 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


324902 
LIB3067 


-011 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 
ID 


324903 
LIB3067 


-011 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


324904 
LIB3067 


-012 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


324905 
LIB3067 


-012 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


324906 
LIB3067 


-012 


-Ql 


-Kl 


-B12 


Seq. 


No. 


324907 
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Seq. 


ID 


LIB3067- 


-012- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


324908 
LIB3067- 


-012- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


324909 
LIB3067- 


-012- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


324910 
LIB3067- 


-012- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


324911 
LIB3067- 


-012- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


324912 
LIB3067' 


-012- 


-Ql' 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


324913 
LIB3067 


-012- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


324914 
LIB3067 


-012- 


-Ql 


-Kl- 


-G12 


Seq. 
Seq. 


No. 
ID 


324915 
LIB3067 


-012' 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


324916 
LIB3067 


-012' 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


324917 
LIB3067 


-013 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


324918 
LIB3067 


-013 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


324919 
LIB3067 


-013 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


324920 
LIB3067 


-013 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


324921 
LIB3067 


-013 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


324922 
LIB3067 


-013 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


324923 
LIB3067 


-013 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


324924 
LIB3067 


-013 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


324925 
LIB3067 


-013 


-Ql 


-Kl 


-B7 


Seq. 


No. 


324926 
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Seq* 


ID 


LIB3067 


-013' 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


324927 
LIB3067 


-013- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


324928 
LIB3067 


-013- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


324929 
LIB3067 


-013' 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 
ID 


324930 
LIB3067 


-013- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


324931 
LIB3067 


-013' 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


324932 
LIB3067 


-013 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


324933 
LIB3067 


-013 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 
ID 


324934 
LIB3067 


-013 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


324935 
LIB3067 


-013 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


324936 
LIB3067 


-013 


-Ql- 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


324937 
LIB3067 


-013 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


324938 
LIB3067 


-013 


-Ql- 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


324939 
LIB3067 


-013 


-Ql- 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


324940 
LIB3067 


-013 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


324941 
LIB3067 


-014 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


324942 
LIB3067 


-014' 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


324943 
LIB3067 


-014' 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


324944 
LIB3067 


-014' 


-Ql- 


-Kl- 


-A4 


Seq. 


No. 


324945 
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Seq. 


ID 


LIB3067- 


014 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


324946 
LIB3067- 


014 


-Ql' 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


324947 
LIB3067- 


014 


-Ql- 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


324948 
LIB3067- 


014' 


-Ql- 


-Kl' 


-A9 


Seq. 
Seq. 


No. 
ID 


324949 
LIB3067- 


014' 


-Ql- 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


324950 
LIB3067- 


014 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


324951 
LIB3067- 


014 


-Ql- 


-Kl' 


-B5 


Seq. 
Seq. 


No. 
ID 


324952 
LIB3067- 


■014 


~Q1- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


324953 
LIB3067- 


014 


~Q1- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


324954 
LIB3067- 


■014 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


324955 
LIB3067- 


■014 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


324956 
LIB3067- 


014 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


324957 
LIB3067- 


014 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


324958 
LIB3067- 


■014 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


324959 
LIB3067- 


014 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


324960 
LIB3067- 


014 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


324961 
LIB3067- 


014 


-Ql- 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


324962 
LIB3067- 


014 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


324963 
LIB3067- 


014 


-Ql- 


-Kl- 


-Fll 


Seq. 


No. 


324964 
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Seq. 


ID 


LIB3067- 


-014- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


324965 
LIB3067- 


-014- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


324966 
LIB3067- 


-014- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


324967 
LIB3067- 


-014- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


324968 
LIB3067- 


-014- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


324969 
LIB3067- 


-014- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


324970 
LIB3067- 


-014- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 
ID 


324971 
LIB3067- 


-014- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


324972 
LIB3067- 


-014- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


324973 
LIB3067' 


-014- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


324974 
LIB3067 


-014- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


324975 
LIB3067 


-016- 


-Ql' 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


324976 
LIB3067 


-016- 


-Ql 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


324977 
LIB3067 


-016' 


-Ql 


-Kl- 


-A3 


Seq. 
Seq. 


No. 
ID 


324978 
LIB3067 


-016 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


324979 
LIB3067 


-016 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


324980 
LIB3067 


-016 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


324981 
LIB3067 


-016 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


324982 
LIB3067 


-016 


-Ql 


-Kl 


-B9 


Seq. 


No. 


324983 
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Seq. 


ID 


LIB3067- 


-016- 


■Ql- 


-Kl- 


■CI 


Seq. 
Seq. 


No. 

ID 


324984 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


324985 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


324986 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


324987 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


324988 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


324989 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


324990 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


324991 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


324992 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


324993 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


324994 
LIB3067- 


-016- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


324995 
LIB3067' 


-016- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


324996 
LIB3067 


-016- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


324997 
LIB3067 


-016- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


324998 
LIB3067 


-016- 


-Ql 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


324999 
LIB3067 


-016 


-Ql 


-Kl- 


-H6 


Seq. 
Seq. 


NO. 

ID 


325000 
LIB3067 


-016 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


325001 
LIB3067 


-017' 


-Ql 


-Kl' 


-A12 


Seq. 


No. 


325002 











45523 



Seq. 


ID 


LIB3067- 


-017- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


325003 
LIB3067- 


-017' 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


325004 
LIB3067- 


-017- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


325005 
LIB3067- 


-017- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


325006 
LIB3067- 


-017 


-Ql' 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


325007 
LIB3067- 


-017 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


325008 
LIB3067- 


-017 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


325009 
LIB3067- 


-017 


-Ql 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


325010 
LIB3067 


-017 


-Ql 


-Kl- 


-B9 


Seq. 
Seq. 


No. 
ID 


325011 
LIB3067 


-017 


-Ql 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


325012 
LIB3067 


-017 


-Ql 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


325013 
LIB3067 


-017 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


325014 
LIB3067 


-017 


-Ql 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


325015 
LIB3067 


-017 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


325016 
LIB3067 


-017 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


325017 
LIB3067 


-017 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


325018 
LIB3067 


-017 


-Ql 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


325019 
LIB3067 


-017 


-Ql 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


325020 
LIB3067 


-017 


-Ql 


-Kl- 


-G4 


Seq. 


No. 


325021 
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# 



Seq. 


ID 


LIB3067 


-017 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


325022 
LIB3067 


-017 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


325023 
LIB3067 


-017 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


325024 
LIB3067 


-018 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


325025 
LIB3067 


-018 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


325026 
LIB3067 


-018 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


325027 
LIB3067 


-018 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


325028 
LIB3067 


-018 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


325029 
LIB3067 


-018 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


325030 
LIB3067 


-018 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


325031 
LIB3067 


-018 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


325032 
LIB3067 


-018 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


325033 
LIB3067 


-018 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


325034 
LIB3067 


-018 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


325035 
LIB3067 


-018 


-Ql' 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


325036 
LIB3067 


-018 


-Ql' 


-Kl- 


-D3 


Seq. 
Seq. 


No. 
ID 


325037 
LIB3067- 


-018 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


325038 
LIB3067- 


-018 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


325039 
LIB3067- 


-018 


-Ql- 


-Kl- 


-D7 


Seq. 


No. 


325040 











45525 




Seq. 


ID 


LIB3067- 


-018- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


325041 
LIB3067- 


-018 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No, 

ID 


325042 
LIB3067- 


-018- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


325043 
LIB3067- 


-018 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


325044 
LIB3067 


-018 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 
ID 


325045 
LIB3067 


-018 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


325046 
LIB3067 


-018 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


325047 
LIB3067 


-018 


-Ql 


-Kl- 


-G7 


Seq. 
Seq. 


No. 
ID 


325048 
LIB3067 


-018 


-Ql' 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


325049 
LIB3067 


-018 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


325050 
LIB3067 


-018 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


325051 
LIB3067 


-018 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


325052 
LIB3067 


-018 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


325053 
LIB3067 


-018 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


325054 
LIB3067 


-019 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


325055 
LIB3067 


-019 


-Ql- 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


325056 
LIB3067 


-019 


-Ql- 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


325057 
LIB3067 


-019 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


325058 
LIB3067 


-019 


-Ql 


-Kl 


-B3 


Seq. 


No. 


325059 











45526 



Seq. 


ID 


LIB3067- 


-019- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


325060 
LIB3067- 


-019- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


325061 
LIB3067- 


-019- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


325062 
LIB3067- 


-019- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


325063 
LIB3067- 


-019- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


325064 
LIB3067- 


-019- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


325065 
LIB3067- 


-019- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


325066 
LIB3067- 


-019- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


325067 
LIB3067' 


-019- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


325068 
LIB3067 


-019- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


325069 
LIB3067 


-019- 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


325070 
LIB3067 


-019- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


325071 
LIB3067 


-019- 


-Ql 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


325072 
LIB3067 


-019- 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


325073 
LIB3067 


-019' 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


325074 
LIB3067 


-019' 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


325075 
LIB3067 


-019' 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


325076 
LIB3067 


-019' 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


325077 
LIB3067 


-019 


-Ql 


-Kl 


-H9 


Seq. 


No. 


325078 
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Seq. 


ID 


LIB3067- 


-020- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


325079 
LIB3067- 


-020- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


325080 
LIB3067- 


-020- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


325081 
LIB3067- 


-020- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


325082 
LIB3067- 


-020- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


325083 
LIB3067- 


-020- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


325084 
LIB3067- 


-020- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


325085 
LIB3067- 


-021- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


325086 
LIB3067- 


-021- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 
ID 


325087 
LIB3067- 


-021- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


325088 
LIB3067- 


-022- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


325089 
LIB3067- 


-022' 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


325090 
LIB3067 


-022 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 
ID 


325091 
LIB3067 


-022 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


325092 
LIB3067 


-022 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


325093 
LIB3067 


-022 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


325094 
LIB3067 


-022 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


325095 
LIB3067 


-022 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


325096 
LIB3067 


-022 


-Ql 


-Kl 


-C8 


Seq. 


No. 


325097 
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Seq. 


ID 


LIB3067 


-022 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


325098 
LIB3067 


-022 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


325099 
LIB3067 


-022 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


325100 
LIB3067 


-022 


-Ql 


-Kl' 


-E12 


Seq. 
Seq. 


No. 

ID 


325101 
LIB3067 


-022 


-Ql 


-Kl' 


-E2 


Seq. 
Seq. 


No. 
ID 


325102 
LIB3067 


-022 


-Ql 


-Kl' 


-F10 


Seq. 
Seq. 


No. 

ID 


325103 
LIB3067 


-022 


-Ql 


-Kl' 


-F3 


Seq. 
Seq. 


No. 

ID 


325104 
LIB3067 


-022 


-Ql 


-Kl' 


-F5 


Seq. 
Seq. 


No. 

ID 


325105 
LIB3067 


-022 


-Ql 


-Kl' 


-G10 


Seq. 
Seq. 


No. 

ID 


325106 
LIB3067 


-022 


-Ql' 


-Kl' 


-G5 


Seq. 
Seq. 


No. 

ID 


325107 
LIB3067 


-022 


-Ql 


-Kl' 


-HI 


Seq. 
Seq. 


No. 
ID 


325108 
LIB3067 


-022 


-Ql 


-Kl' 


-Hll 


Seq. 
Seq. 


No. 

ID 


325109 
LIB3067 


-022 


-Ql 


-Kl' 


-H2 


Seq. 
Seq. 


No. 
ID 


325110 
LIB3067' 


-023 


-Ql 


-Kl' 


-All 


Seq. 
Seq. 


No. 
ID 


325111 
LIB3067- 


-023- 


-Ql' 


-K1- 


-A2 


Seq. 
Seq. 


No. 

ID 


325112 
LIB3067- 


-023- 


-Ql' 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


325113 
LIB3067- 


-023' 


-Ql' 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


325114 
LIB3067- 


-023' 


-Ql' 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


325115 
LIB3067- 


-023- 


-Ql' 


-Kl- 


-B12 


Seq. 


No. 


325116 











45529 



Seq. 


ID 


LIB3067 


-023 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


325117 
LIB3067 


-023 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


325118 
LIB3067 


-023 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


325119 
LIB3067 


-023 


-Ql 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


325120 
LIB3067 


-023 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


325121 
LIB3067 


-023 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


325122 
LIB3067 


-023 


-Ql 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


325123 
LIB3067 


-023 


-Ql 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


325124 
LIB3067 


-023 


-Ql 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


325125 
LIB3067 


-023 


-Ql 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


325126 
LIB3067 


-023 


-Ql 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


325127 
LIB3067 


-023- 


-Ql' 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


325128 
LIB3067' 


-023- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


NO. 

ID 


325129 
LIB3067- 


-023- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


325130 
LIB3067- 


-023- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


325131 
LIB3067- 


-023- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 
ID 


325132 
LIB3067- 


-023- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


325133 
LIB3067- 


-023- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


325134 
LIB3067- 


-023- 


-Ql- 


-Kl- 


-Gil 


Seq. 


No. 


325135 











45530 



Seq. 


ID 


LIB3067- 


023 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


325136 
LIB3067- 


023 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 
ID 


325137 
LIB3067- 


023 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


325138 
LIB3067- 


025 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


325139 
LIB3067- 


025 


-Ql- 


-KL 


-A2 


Seq. 
Seq. 


No. 

ID 


325140 
LIB3067- 


025 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


325141 
LIB3067- 


025 


-Ql- 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


325142 
LIB3067- 


025 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


325143 
LIB3067- 


025 


-Ql- 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


325144 
LIB3067- 


■025 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


325145 
LIB3067- 


025 


-Ql- 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


325146 
LIB3067- 


025 


-Ql- 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


325147 
LIB3067- 


■025 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


325148 
LIB3067- 


025 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


325149 
LIB3067- 


025 


-Ql- 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


325150 
LIB3067- 


025 


-Ql- 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


325151 
LIB3067- 


025 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


325152 
LIB3067- 


025 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


325153 
LIB3067- 


025 


-Ql- 


-Kl- 


-Ell 


Seq. 


No. 


325154 











4553 



Seq. 


ID 


LIB3067- 


-025- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


325155 
LIB3067- 


-025- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


325156 
LIB3067- 


-025- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 
ID 


325157 
LIB3067- 


-025- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


325158 
LIB3067- 


-025- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 
ID 


325159 
LIB3067- 


-025- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


325160 
LIB3067- 


-025- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


325161 
LIB3067' 


-025- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


325162 
LIB3067- 


-025- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


325163 
LIB3067 


-025- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


325164 
LIB3067 


-026- 


-Ql 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


325165 
LIB3067 


-026- 


"Ql 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


325166 
LIB3067 


-026' 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 
ID 


325167 
LIB3067 


-026- 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


325168 
LIB3067 


-026 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


325169 
LIB3067 


-026 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


325170 
LIB3067 


-026 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


325171 
LIB3067 


-026 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 
ID 


325172 
LIB3067 


-026 


-Ql 


-Kl 


-C4 


Seq. 


No. 


325173 











45532 



Seq. 


ID 


LIB3067- 


-026- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


325174 
LIB3067- 


-026- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


325175 
LIB3067- 


-026- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


325176 
LIB3067- 


-026- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


325177 
LIB3067- 


-026- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


325178 
LIB3067- 


-026- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


325179 
LIB3067- 


-026- 


-Ql- 


-Kl- 


-D9 


Seq, 
Seq. 


No. 

ID 


325180 
LIB3067- 


-026- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


325181 
LIB3067- 


-026- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


325182 
LIB3067' 


-026- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


325183 
LIB3067 


-026- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


325184 
LIB3067 


-026- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


325185 
LIB3067 


-026- 


-Ql 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


325186 
LIB3067 


-026- 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 
ID 


325187 
LIB3067 


-026' 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


325188 
LIB3067 


-026 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


325189 
LIB3067 


-026 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


325190 
LIB3067 


-026 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 
ID 


325191 
LIB3067 


-026 


-Ql 


-Kl 


-H12 


Seq. 


No. 


325192 











45533 



# 



Seq. 


ID 


LIB3067- 


-026- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325193 
LIB3067- 


-026- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


325194 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


325195 
LIB3067- 


-027- 


•Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 
ID 


325196 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


325197 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


325198 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


325199 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


325200 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


325201 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


325202 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


325203 
LIB3067- 


-027 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


325204 
LIB3067 


-027 


-Ql' 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


325205 
LIB3067 


-027 


-QL 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


325206 
LIB3067 


-027 


-Ql' 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


325207 
LIB3067 


-027 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


325208 
LIB3067 


-027 


-Ql 


-Kl' 


-E2 


Seq. 
Seq. 


No. 

ID 


325209 
LIB3067 


-027 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


325210 
LIB3067 


-027 


-Ql 


-Kl 


-F5 


Seq. 


No. 


325211 











45534 



Seq. 


ID 


LIB3067- 


-027- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


325212 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


325213 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


325214 
LIB3067- 


-027- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


325215 
LIB3067- 


-027 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


325216 
LIB3067- 


-027 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


325217 
LIB3067- 


-028 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


325218 
LIB3067- 


-028 


-Ql 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


325219 
LIB3067' 


-028 


-Ql' 


-Kl- 


-B6 


Seq. 
Seq. 


No. 
ID 


325220 
LIB3067' 


-028 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


325221 
LIB3067 


-028 


-Ql 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


325222 
LIB3067 


-028 


-Ql 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


325223 
LIB3067- 


-028 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


325224 
LIB3067 


-028 


-Ql 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 
ID 


325225 
LIB3067 


-028 


-Ql 


-Kl- 


-D3 


Seq. 
Seq. 


No. 
ID 


325226 
LIB3067 


-028 


-Ql 


-Kl- 


-D9 


Seq. 
Seq. 


No. 
ID 


325227 
LIB3067 


-028 


-Ql 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


325228 
LIB3067 


-028 


-Ql 


-Kl- 


-E5 


Seq. 
Seq. 


No. 
ID 


325229 
LIB3067 


-028 


-Ql 


-Kl- 


-E9 


Seq. 


No. 


325230 











45535 



Seq. 


ID 


LIB3067- 


-028' 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


325231 
LIB3067 


-028' 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


325232 
LIB3067- 


-028- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


325233 
LIB3067 


-028' 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325234 
LIB3067- 


-028' 


-Ql 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


325235 
LIB3067 


-028 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


325236 
LIB3067 


-029 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 
ID 


325237 
LIB3067 


-029 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


325238 
LIB3067 


-029 


-Ql- 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


325239 
LIB3067 


-029 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


325240 
LIB3067 


-029 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 
ID 


325241 
LIB3067 


-029 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


325242 
LIB3067 


-029 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


325243 
LIB3067 


-029 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


325244 
LIB3067 


-029 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


325245 
LIB3067 


-029 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


325246 
LIB3067 


-029 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


325247 
LIB3067 


-029 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


325248 
LIB3067 


-029 


-Ql 


-Kl 


-C10 


Seq. 


No. 


325249 











4553 



Seq. 


ID 


LIB3067 


-029- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


325250 
LIB3067 


-029- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


325251 
LIB3067- 


-029- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


325252 
LIB3067- 


-029- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


325253 
LIB3067 


-029- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


325254 
LIB3067- 


-029- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


325255 
LIB3067 


-029- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


325256 
LIB3067 


-029 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


325257 
LIB3067 


-029 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


325258 
LIB3067 


-029 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


325259 
LIB3067 


-029 


-Ql 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


325260 
LIB3067 


-029 


-Ql 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


325261 
LIB3067 


-029 


-Ql 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


325262 
LIB3067 


-029 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


325263 
LIB3067 


-029 


-Ql 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325264 
LIB3067 


-029 


-Ql 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


325265 
LIB3067 


-030 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


325266 
LIB3067 


-030 


-Ql 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


325267 
LIB3067 


-030 


-Ql 


-Kl- 


-B6 


Seq. 


No, 


325268 











45537 



Seq. 


ID 


LIB3067- 


-030- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


325269 
LIB3067- 


-030- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq, 


No. 

ID 


325270 
LIB3067- 


-030- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


325271 
LIB3067- 


-030- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


325272 
LIB3067- 


-030- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


325273 
LIB3067- 


-030- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


325274 
LIB3067- 


-030- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


325275 
LIB3067 


-030- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


325276 
LIB3067 


-030' 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


325277 
LIB3067 


-030 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


325278 
LIB3067 


-030 


-Ql 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


325279 
LIB3067 


-030 


-Ql 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


325280 
LIB3067 


-030 


-Ql 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


325281 
LIB3067 


-030 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


325282 
LIB3067 


-030 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 
ID 


325283 
LIB3067 


-030 


-Ql 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


325284 
LIB3067 


-031 


-Ql 


-Kl- 


-A9 


Seq. 
Seq. 


No. 
ID 


325285 
LIB3067 


-031 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


325286 
LIB3067 


-031 


-Ql 


-Kl 


-B3 


Seq. 


No. 


325287 











45538 



Seq. 


ID 


LIB3067- 


-031- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 
ID 


325288 
LIB3067- 


-031- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


325289 
LIB3067- 


-031- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


325290 
LIB3067- 


-031- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


325291 
LIB3067- 


-031- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


325292 
LIB3067- 


-031- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


325293 
LIB3067- 


-031- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 
ID 


325294 
LIB3067- 


-031- 


-Ql' 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


325295 
LIB3067- 


-031- 


-Ql' 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


325296 
LIB3067' 


-031- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 
ID 


325297 
LIB3067 


-031- 


-Ql 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


325298 
LIB3067 


-031 


-Ql 


-Kl' 


-E4 


Seq. 
Seq. 


No. 

ID 


325299 
LIB3067 


-031 


-Ql 


-Kl' 


-F3 


Seq. 
Seq. 


No. 

ID 


325300 
LIB3067 


-031 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


325301 
LIB3067 


-031 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


325302 
LIB3067 


-031 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


325303 
LIB3067 


-031 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


325304 
LIB3067 


-031 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


325305 
LIB3067 


-031 


-Ql 


-Kl 


-HI 


Seq. 


No. 


325306 











45539 



Seq. 


ID 


LIB3067- 


-031- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


325307 
LIB3067- 


-031- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325308 
LIB3067- 


-031- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


325309 
LIB3067- 


-032- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


325310 
LIB3067- 


-032- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


325311 
LIB3067- 


-032- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


325312 
LIB3067- 


-032' 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 
ID 


325313 
LIB3067 


-032 


-Ql 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


325314 
LIB3067 


-032 


-Ql 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


325315 
LIB3067 


-032 


-Ql 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


325316 
LIB3067 


-032 


-Ql 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


325317 
LIB3067 


-032 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 
ID 


325318 
LIB3067 


-032 


-Ql 


-Kl- 


-D8 


Seq. 
Seq. 


No. 
ID 


325319 
LIB3067 


-032 


-Ql 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


325320 
LIB3067 


-032 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


325321 
LIB3067 


-032 


-Ql 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


325322 
LIB3067 


-032 


-Ql 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


325323 
LIB3067 


-032 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


325324 
LIB3067 


-032 


-Ql 


-Kl 


-G5 


Seq. 


No. 


325325 











45540 



Seq. 


ID 


LIB3067 


-032 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


325326 
LIB3067 


-032 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


325327 
LIB3067 


-032 


-Ql' 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


325328 
LIB3067 


-032 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 
ID 


325329 
LIB3067 


-032 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


325330 
LIB3067 


-033 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


325331 
LIB3067 


-033 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 
ID 


325332 
LIB3067 


-033 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


325333 
LIB3067 


-033 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


325334 
LIB3067 


-033 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


325335 
LIB3067 


-033 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 
ID 


325336 
LIB3067 


-033 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 
ID 


325337 
LIB3067 


-033 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 
ID 


325338 
LIB3067 


-033 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


325339 
LIB3067 


-033 


-Ql' 


-Kl- 


-D8 


Seq. 
Seq. 


No. 
ID 


325340 
LIB3067 


-033 


-QL 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


325341 
LIB3067 


-033 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


325342 
LIB3067 


-033' 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


325343 
LIB3067- 


-033- 


-Ql- 


-Kl- 


-F6 


Seq. 


No. 


325344 











45541 



Seq. 


ID 


LIB3067- 


-033- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


325345 
LIB3067- 


-033- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


325346 
LIB3067- 


-033- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 
ID 


325347 
LIB3067- 


-033- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


325348 
LIB3067- 


-034- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


325349 
LIB3067- 


-034' 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


325350 
LIB3067 


-034 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


325351 
LIB3067 


-034 


-Ql' 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


325352 
LIB3067 


-034 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


325353 
LIB3067 


-034 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


325354 
LIB3067 


-034 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 
ID 


325355 
LIB3067 


-034 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


325356 
LIB3067 


-034 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


325357 
LIB3067 


-034 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


325358 
LIB3067 


-034 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


325359 
LIB3067 


-034 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


325360 
LIB3067 


-034 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


325361 
LIB3067 


-034 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


325362 
LIB3067 


-034 


-Ql 


-Kl 


-H3 


Seq. 


No. 


325363 











45542 



Seq. 


ID 


LIB3067- 


-034- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


325364 
LIB3067- 


-034- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


325365 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


325366 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


325367 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


325368 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


325369 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


325370 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


325371 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 
ID 


325372 
LIB3067 


-035- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 
ID 


325373 
LIB3067 


-035' 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


325374 
LIB3067 


-035 


-Ql' 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


325375 
LIB3067 


-035 


-Ql 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


325376 
LIB3067 


-035 


-Ql 


-Kl' 


-E7 


Seq. 
Seq. 


No. 

ID 


325377 
LIB3067 


-035 


-Ql 


-Kl' 


-E8 


Seq. 
Seq. 


No. 
ID 


325378 
LIB3067 


-035 


-Ql 


-Kl' 


-Fll 


Seq. 
Seq. 


No. 

ID 


325379 
LIB3067 


-035 


-Ql 


-Kl' 


-F2 


Seq. 
Seq. 


No. 
ID 


325380 
LIB3067 


-035 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 
ID 


325381 
LIB3067 


-035 


-Ql 


-Kl 


-F8 


Seq. 


No. 


325382 











Seq. 


ID 


LIB3067- 


-035- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


325383 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 
ID 


325384 
LIB3067- 


-035- 


-Ql- 


-Kl" 


-G12 


Seq. 
Seq. 


No. 

ID 


325385 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


325386 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


325387 
LIB3067- 


-035- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


325388 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


325389 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


325390 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


325391 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


325392 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


325393 
LIB3067 


-036- 


-Ql 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


325394 
LIB3067 


-036- 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


325395 
LIB3067 


-036- 


-Ql 


-Kl' 


-C5 


Seq. 
Seq. 


No. 

ID 


325396 
LIB3067 


-036- 


-Ql 


-Kl' 


-C6 


Seq. 
Seq. 


No. 

ID 


325397 
LIB3067 


-036' 


-Ql 


-Kl' 


-C8 


Seq. 
Seq. 


No. 

ID 


325398 
LIB3067 


-036- 


-Ql 


-Kl' 


-D3 


Seq. 
Seq. 


No. 

ID 


325399 
LIB3067 


-036 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


325400 
LIB3067 


-036 


-Ql 


-Kl 


-D7 


Seq. 


No. 


325401 











45544 




Seq. 


ID 


LIB3067- 


-036- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


325402 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


325403 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


325404 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


325405 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


325406 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


325407 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


325408 
LIB3067' 


-036- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


325409 
LIB3067' 


-036- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


325410 
LIB3067- 


-036- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


325411 
LIB3067 


-036' 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


325412 
LIB3067 


-036 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


325413 
LIB3067 


-036 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


325414 
LIB3067 


-037 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


325415 
LIB3067 


-037 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


325416 
LIB3067 


-037 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


325417 
LIB3067 


-037 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


325418 
LIB3067 


-037 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


325419 
LIB3067 


-037 


-Ql 


-Kl 


-B3 


Seq. 


No. 


325420 











45545 



Seq. 


ID 


LIB3067- 


-037' 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


325421 
LIB3067- 


-037 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


325422 
LIB3067- 


-037 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq, 


No. 

ID 


325423 
LIB3067- 


-037 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


325424 
LIB3067 


-037 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


325425 
LIB3067' 


-037 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


325426 
LIB3067 


-037 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


325427 
LIB3067 


-037 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


325428 
LIB3067 


-037 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


325429 
LIB3067 


-037 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


No, 
ID 


325430 
LIB3067 


-037 


-Ql 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


325431 
LIB3067 


-037 


-Ql 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


325432 
LIB3067 


-037 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 
ID 


325433 
LIB3067 


-037 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 
ID 


325434 
LIB3067 


-037 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 
ID 


325435 
LIB3067 


-037 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 
ID 


325436 
LIB3067 


-037 


-Ql 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


325437 
LIB3067 


-037 


-Ql 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


325438 
LIB3067 


-037 


-Ql 


-Kl- 


-H6 


Seq. 


No. 


325439 











455 



# 



Seq. ID LIB3067-038-Q1-K1-A10 

Seq. No. 325440 

Seq. ID LIB3067-038-Q1-K1-A6 

Seq. No. 325441 

Seq. ID LIB3067-038-Q1-K1-B1 

Seq. No. 325442 

Seq. ID LIB3067-038-Q1-K1-B12 

Seq. No. 325443 

Seq. ID LIB3067-038-Q1-K1-B5 

Seq. No. 325444 

Seq. ID LIB3067-038-Q1-K1-C12 

Seq. No. 325445 

Seq. ID LIB3067-038-Q1-K1-C4 

Seq. No. 325446 

Seq. ID LIB3067-038-Q1-K1-C8 

Seq. No. 325447 

Seq. ID LIB3067-038-Q1-K1-C9 

Seq. No. 325448 

Seq. ID LIB3067-038-Q1-K1-D3 

Seq. No. 325449 

Seq. ID LIB3067-038-Q1-K1-D5 

Seq. No. 325450 

Seq. ID LIB3067-038-Q1-K1-F11 

Seq. No. 325451 

Seq. ID LIB3067-038-Q1-K1-F2 

Seq. No. 325452 

Seq. ID LIB3067-038-Q1-K1-F7 

Seq. No. 325453 

Seq. ID LIB3067-038-Q1-K1-G1 

Seq. No. 325454 

Seq. ID LIB3067-038-Q1-K1-G5 

Seq. No. 325455 

Seq. ID LIB3067-038-Q1-K1-G7 

Seq. No. 325456 

Seq. ID LIB3067-038-Q1-K1-H10 

Seq. No. 325457 

Seq. ID LIB3067-038-Q1-K1-H4 



Seq. No. 325458 



45547 



Seq. 


ID 


LIB3067' 


-039' 


-Ql' 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


325459 
LIB3067 


-039' 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


325460 
LIB3067' 


-039' 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


325461 
LIB3067 


-039' 


-Ql' 


-Kl- 


-C9 


Seq. 
Seq. 


No. 
ID 


325462 
LIB3067 


-039 


-Ql' 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


325463 
LIB3067 


-039 


-QL 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


325464 
LIB3067 


-039 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


325465 
LIB3067 


-039 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


325466 
LIB3067 


-039 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


325467 
LIB3067 


-039 


-Ql 


-Kl' 


-Gl 


Seq. 
Seq. 


No. 

ID 


325468 
LIB3067 


-039 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


325469 
LIB3067 


-039 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


325470 
LIB3067 


-039 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


325471 
LIB3067 


-039 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 
ID 


325472 
LIB3067 


-039 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


325473 
LIB3067 


-040 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


325474 
LIB3067 


-040 


-Ql 


-Kl' 


-B3 


Seq. 
Seq. 


No. 

ID 


325475 
LIB3067 


-040 


-Ql' 


-Kl' 


-B5 


Seq. 
Seq. 


No. 

ID 


325476 
LIB3067 


-040 


-Ql 


-Kl' 


-C12 


Seq. 


No. 


325477 











45548 



Seq. 


ID 


LIB3067- 


-040- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


325478 
LIB3067- 


-040- 


-Ql- 


■Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


325479 
LIB3067- 


-040- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


325480 
LIB3067- 


-040- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


325481 
LIB3067- 


-040- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


325482 
LIB3067- 


-040- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


325483 
LIB3067- 


-040- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


325484 
LIB3067- 


-040- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


325485 
LIB3067- 


-040- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


325486 
LIB3067- 


-040- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


325487 
LIB3067' 


-040- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


325488 
LIB3067 


-040- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


325489 
LIB3067 


-040- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


325490 
LIB3067 


-040 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


325491 
LIB3067 


-040 


-Ql 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


325492 
LIB3067 


-042 


-Ql- 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


325493 
LIB3067 


-042 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


325494 
LIB3067 


-042 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 
ID 


325495 
LIB3067 


-042 


-Ql 


-Kl 


-A7 


Seq. 


No. 


325496 











45549 




Seq. 


ID 


LIB3067- 


-042- 


■Ql- 


■Kl- 


■B8 


Seq. 
Seq. 


No. 

ID 


325497 
LIB3067- 


-042- 


-Ql- 


■Kl- 


•Cll 


Seq. 
Seq. 


No. 

ID 


325498 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


325499 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 
ID 


325500 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


325501 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


325502 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


325503 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


325504 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


325505 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


325506 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


325507 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


325508 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


325509 
LIB3067- 


-042- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


325510 
LIB3067 


-042 


-Ql' 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


325511 
LIB3067 


-042 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325512 
LIB3067 


-042 


-Ql 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


325513 
LIB3067 


-042 


-Ql 


-Kl' 


-H9 


Seq. 
Seq. 


No. 
ID 


325514 
LIB3067 


-043 


-Ql 


-Kl 


-A10 


Seq. 


No. 


325515 











45550 




Seq. 


ID 


LIB3067- 


-043- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


325516 
LIB3067- 


-043- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


325517 
LIB3067- 


-043- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


325518 
LIB3067- 


-043- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


325519 
LIB3067- 


-043- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


325520 
LIB3067- 


-043- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


325521 
LIB3067- 


-043- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


325522 
LIB3067- 


-043- 


-Ql' 


-Kl' 


-D4 


Seq. 
Seq. 


No. 
ID 


325523 
LIB3067- 


-043- 


-Ql' 


-Kl' 


-D8 


Seq. 
Seq. 


No. 

ID 


325524 
LIB3067' 


-043' 


-Ql' 


-Kl' 


-D9 


Seq. 
Seq. 


No. 

ID 


325525 
LIB3067 


-043- 


-Ql 


-Kl' 


-E8 


Seq. 
Seq. 


No. 

ID 


325526 
LIB3067 


-043 


-Ql 


-Kl' 


-Fll 


Seq. 
Seq. 


No. 
ID 


325527 
LIB3067 


-043 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


325528 
LIB3067 


-043 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


325529 
LIB3067 


-043 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


325530 
LIB3067 


-043 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


325531 
LIB3067 


-043 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


325532 
LIB3067 


-044 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


325533 
LIB3067 


-044 


-Ql 


-Kl 


-A10 


Seq. 


No. 


325534 











45551 



# 



Seq. 


ID 


LIB3067- 


-044 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


325535 
LIB3067- 


-044 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


325536 
LIB3067- 


-044 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


325537 
LIB3067- 


-044 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 
ID 


325538 
LIB3067- 


-044 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


325539 
LIB3067- 


-044 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


325540 
LIB3067- 


-044 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


325541 
LIB3067- 


-044 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


325542 
LIB3067 


-044 


-Ql' 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


325543 
LIB3067 


-044 


-Ql' 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


325544 
LIB3067 


-044 


-Ql 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


325545 
LIB3067 


-044 


-Ql' 


-Kl' 


-C9 


Seq. 
Seq. 


No. 

ID 


325546 
LIB3067 


-044 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


325547 
LIB3067 


-044 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


325548 
LIB3067 


-044 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


325549 
LIB3067 


-044 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


325550 
LIB3067 


-044 


-Ql 


-Kl 


-Ell 


Sea. 
Seq. 


No. 

ID 


325551 
LIB3067 


-044 


-Ql 


-Kl' 


-E12 


Seq. 
Seq. 


No. 
ID 


325552 
LIB3067 


-044 


-Ql 


-Kl' 


-E8 


Seq. 


No. 


325553 











45552 



Seq. 


ID 


LIB3067- 


-044- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


325554 
LIB3067- 


-044- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


325555 
LIB3067- 


-044- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


325556 
LIB3067- 


-044- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


325557 
LIB3067- 


-044- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 
ID 


325558 
LIB3067- 


-044- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


325559 
LIB3067- 


-044- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


325560 
LIB3067- 


-044- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


325561 
LIB3067- 


-044- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


325562 
LIB3067- 


-045 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


325563 
LIB3067 


-045 


-Ql- 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


325564 
LIB3067 


-045 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 
ID 


325565 
LIB3067 


-045 


-Ql 


-Kl' 


-B2 


Seq. 
Seq. 


No. 
ID 


325566 
LIB3067 


-045 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


325567 
LIB3067 


-045 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 
ID 


325568 
LIB3067 


-045 


-Ql 


-Kl 


~C2 


Seq. 
Seq. 


No. 

ID 


325569 
LIB3067 


-045 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


325570 
LIB3067 


-045 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


325571 
LIB3067 


-045 


-Ql 


-Kl 


-D2 


Seq. 


No. 


325572 











45553 



Seq. 


ID 


LIB3067 


-045- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


325573 
LIB3067 


-045' 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


325574 
LIB3067 


-045- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


325575 
LIB3067 


-045' 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


325576 
LIB3067 


-045 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 
ID 


325577 
LIB3067 


-045 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


325578 
LIB3067 


-045 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 
ID 


325579 
LIB3067 


-045 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


325580 
LIB3067 


-045 


-Ql 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


325581 
LIB3067 


-045 


-Ql 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


325582 
LIB3067 


-045 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


325583 
LIB3067 


-045 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


325584 
LIB3067 


-045 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


325585 
LIB3067 


-046 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


325586 
LIB3067 


-046 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


325587 
LIB3067 


-046 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


325588 
LIB3067 


-046 


-Ql- 


-Kl 


-A3 


Seq . 
Seq. 


No. 

ID 


325589 
LIB3067 


-046 


-Ql- 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


325590 
LIB3067 


-046 


-Ql 


-Kl 


-Bl 


Seq. 


No. 


325591 











45554 



Seq. 


ID 


LIB3067* 


-046- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


325592 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


325593 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


325594 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


325595 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


325596 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


325597 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


325598 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


325599 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


325600 
LIB3067 


-046- 


-Ql' 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


325601 
LIB3067' 


-046- 


-Ql' 


-Kl' 


-E3 


Seq. 
Seq. 


No. 

ID 


325602 
LIB3067' 


-046- 


-Ql' 


-Kl' 


-E5 


Seq. 
Seq. 


No. 

ID 


325603 
LIB3067 


-046- 


-Ql' 


-Kl' 


-Fl 


Seq. 
Seq. 


No. 

ID 


325604 
LIB3067 


-046- 


-Ql 


-Kl' 


-Fll 


Seq. 
Seq. 


No. 
ID 


325605 
LIB3067 


-046 


-Ql- 


-Kl' 


-F12 


Seq. 
Seq. 


No. 

ID 


325606 
LIB3067 


-046' 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


325607 
LIB3067 


-046 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


325608 
LIB3067 


-046 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


325609 
LIB3067 


-046 


-Ql 


-Kl 


-Gl 


Seq. 


No. 


325610 











45555 



Seq. 


ID 


LIB3067- 


■046- 


-Ql- 


■Kl- 


■G10 


Seq. 
Seq. 


No. 

ID 


325611 
LIB3067- 


-046- 


-Ql- 


■Kl- 


■Gil 


Seq. 
Seq. 


No. 

ID 


325612 
LIB3067- 


■046- 


-Ql- 


■Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


325613 
LIB3067- 


-046- 


-Ql- 


■Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


325614 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


325615 
LIB3067- 


-046- 


-Ql- 


■Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


325616 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 
ID 


325617 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


325618 
LIB3067- 


-046- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


325619 
LIB3067- 


-047- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


325620 
LIB3067- 


-047- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


325621 
LIB3067- 


-047- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


325622 
LIB3067- 


-047- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


325623 
LIB3067- 


-047 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


325624 
LIB3067- 


-047 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


325625 
LIB3067- 


-047 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


325626 
LIB3067 


-047 


-Ql' 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


325627 
LIB3067' 


-047 


-Ql' 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


325628 
LIB3067 


-047 


-Ql 


-Kl 


-E5 


Seq. 


No. 


325629 











45556 




Seq. 


ID 


LIB3067- 


■047- 


-Ql- 


■Kl- 


■E7 


Seq. 
Seq. 


No. 

ID 


325630 
LIB3067- 


■047- 


-Ql- 


-Kl- 


■F12 


Seq. 
Seq. 


No. 

ID 


325631 
LIB3067- 


-047- 


-Ql- 


-Kl- 


■G12 


Seq. 
Seq. 


No. 
ID 


325632 
LIB3067- 


-047- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


325633 
LIB3067- 


-047- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


325634 
LIB3067- 


-047 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


325635 
LIB3067- 


-048 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 
ID 


325636 
LIB3067- 


-048 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


325637 
LIB3067- 


-048 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


325638 
LIB3067- 


-048 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


325639 
LIB3067- 


-048 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 
ID 


325640 
LIB3067- 


-048 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


325641 
LIB3067- 


-048 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


325642 
LIB3067- 


-048 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


325643 
LIB3067- 


-048 


-Ql' 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


325644 
LIB3067- 


-048 


-Ql 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


325645 
LIB3067- 


-048 


-Ql 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


325646 
LIB3067 


-048 


-Ql 


-Kl' 


-Fl 


Seq. 
Seq. 


No. 

ID 


325647 
LIB3067 


-048 


-Ql 


-Kl' 


-F10 


Seq. 


No. 


325648 











45557 



Seq. 


ID 


LIB3067- 


-048- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


325649 
LIB3067- 


-048- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


325650 
LIB3067- 


-048- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


325651 
LIB3067- 


-048- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


325652 
LIB3067- 


-048- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


325653 
LIB3067- 


-048- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325654 
LIB3067- 


-048- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


325655 
LIB3067- 


-048- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


325656 
LIB3067' 


-048' 


-Ql' 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


325657 
LIB3067' 


-048' 


-Ql' 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


325658 
LIB3067- 


-049' 


-Ql' 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


325659 
LIB3067 


-049 


-Ql- 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


325660 
LIB3067 


-049 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 
ID 


325661 
LIB3067 


-049 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


325662 
LIB3067 


-049 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 
ID 


325663 
LIB3067 


-049 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


325664 
LIB3067 


-049 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


325665 
LIB3067 


-049 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


325666 
LIB3067 


-049 


-Ql 


-Kl 


-E7 


Seq. 


No. 


325667 











45558 



Seq. ID LIB3067-049-Q1-K1-E8 

Seq. No. 325668 

Seq. ID LIB3067-049-Q1-K1-F10 

Seq. No. 325669 

Seq. ID LIB3067-049-Q1-K1-F12 

Seq. No. 325670 

Seq. ID LIB3067-049-Q1-K1-F6 

Seq. No. 325671 

Seq. ID LIB3067-049-Q1-K1-H3 

Seq. No. 325672 

Seq. ID LIB3067-049-Q1-K1-H5 

Seq. No. 325673 

Seq. ID LIB3067-049-Q1-K1-H7 

Seq. No. 325674 

Seq. ID LIB3067-049-Q1-K1-H8 

Seq. No. 325675 

Seq. ID LIB3067-050-Q1-K1-A10 

Seq. No. 325676 

Seq. ID LIB3067-050-Q1-K1-A4 

Seq. No. 325677 

Seq. ID LIB3067-050-Q1-K1-A7 

Seq. No. 325678 

Seq. ID LIB3067-050-Q1-K1-B10 

Seq. No. 325679 

Seq. ID LIB3067-050-Q1-K1-B11 

Seq. No. 325680 

Seq. ID LIB3067-050-Q1-K1-B4 

Seq. No. 325681 

Seq. ID LIB3067-050-Q1-K1-C10 

Seq. No. 325682 

Seq. ID LIB3067-050-Q1-K1-C2 

Seq. No. 325683 

Seq. ID LIB3067-050-Q1-K1-C5 

Seq. No. 325684 

Seq. ID LIB3067-050-Q1-K1-D11 

Seq. No. 325685 

Seq. ID LIB3067-050-Q1-K1-D12 

Seq. No. 325686 



4555 



Seq. 


ID 


LIB3067- 


-050- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


325687 
LIB3067- 


-050- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


325688 
LIB3067- 


-050- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


325689 
LIB3067- 


-050- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


325690 
LIB3067- 


-050- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


325691 
LIB3067' 


-050- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


325692 
LIB3067 


-051- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


325693 
LIB3067 


-051- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


325694 
LIB3067 


-051' 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


325695 
LIB3067 


-051 


-Ql 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


325696 
LIB3067 


-051 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


325697 
LIB3067 


-051' 


-Ql' 


-Kl' 


-B9 


Seq. 
Seq. 


No. 

ID 


325698 
LIB3067 


-051' 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


325699 
LIB3067 


-051 


-Ql 


-Kl' 


-C4 


Seq. 
Seq. 


No. 

ID 


325700 
LIB3067 


-051 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 
ID 


325701 
LIB3067 


-051 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


325702 
LIB3067 


-051 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


325703 
LIB3067 


-051 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


325704 
LIB3067 


-051 


-Ql 


-Kl 


-E4 


Seq. 


No. 


325705 











455 




Seq. 


ID 


LIB3067 


-051 


-Ql 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


325706 
LIB3067 


-051 


-Ql' 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


325707 
LIB3067' 


-051 


-QL 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


325708 
LIB3067' 


-051 


-Ql 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


325709 
LIB3067 


-051 


-Ql 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


325710 
LIB3067 


-051 


-Ql 


-Kl' 


-F4 


Seq. 
Seq. 


No. 

ID 


325711 
LIB3067 


-051 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 


No. 
ID 


325712 
LIB3067 


-051 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


325713 
LIB3067 


-051 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


325714 
LIB3067- 


-051 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


325715 
LIB3067 


-051 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


325716 
LIB3067 


-051 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


325717 
LIB3067 


-051 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


325718 
LIB3067 


-051 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


325719 
LIB3067 


-051 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


325720 
LIB3067- 


-051 


-Ql 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


325721 
LIB3067- 


-051 


-Ql 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


325722 
LIB3067' 


-052 


-Ql 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


325723 
LIB3067- 


-052 


-QL 


-Kl- 


-A3 


Seq. 


No. 


325724 











45561 



Seq. 


ID 


LIB3067- 


-052- 


-Ql- 


■Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


325725 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


325726 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


325727 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 
ID 


325728 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


325729 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


325730 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


325731 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


325732 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


325733 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


325734 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


325735 
LIB3067' 


-052- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


325736 
LIB3067 


-052 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


325737 
LIB3067 


-052 


-Ql' 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


325738 
LIB3067 


-052 


-Ql' 


-Kl' 


-E10 


Seq. 
Seq. 


No. 

ID 


325739 
LIB3067 


-052 


-Ql' 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


325740 
LIB3067 


-052 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


325741 
LIB3067 


-052 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


325742 
LIB3067 


-052 


-Ql 


-Kl 


-F8 


Seq. 


No. 


325743 
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Seq. 


ID 


LIB3067- 


-052- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


325744 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


325745 
LIB3067- 


-052- 


-Ql- 


■Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


325746 
LIB3067- 


-052- 


-Ql- 


■Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


325747 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325748 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


325749 
LIB3067- 


-052- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


325750 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


325751 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


325752 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


325753 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


325754 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


325755 
LIB3067 


-053- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


325756 
LIB3067 


-053- 


-Ql 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


325757 
LIB3067 


-053' 


-Ql 


-Kl' 


-C2 


Seq. 
Seq. 


No. 

ID 


325758 
LIB3067 


-053 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 
ID 


325759 
LIB3067 


-053 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 
ID 


325760 
LIB3067 


-053 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


325761 
LIB3067 


-053 


-Ql 


-Kl 


-Dll 


Seq. 


No. 


325762 











45563 



Seq. 


ID 


LIB3067- 


•053- 


-Ql- 


■Kl- 


■D12 


Seq. 
Seq. 


No. 

ID 


325763 
LIB3067- 


-053- 


-Ql- 


-Kl- 


■D3 


Seq. 
Seq. 


No. 

ID 


325764 
LIB3067- 


-053- 


-Ql- 


■Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


325765 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


325766 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


325767 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 
ID 


325768 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


325769 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


325770 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


325771 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


325772 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


325773 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


325774 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


325775 
LIB3067- 


-053- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


325776 
LIB3067- 


-053' 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325777 
LIB3067- 


-053 


-Ql' 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


325778 
LIB3067 


-054 


-Ql 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


325779 
LIB3067 


-054 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


325780 
LIB3067 


-054 


-Ql 


-Kl 


-All 


Seq. 


No. 


325781 
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Seq. 


ID 


LIB3067- 


■054- 


■Ql- 


•Kl- 


■A4 


Seq. 
Seq. 


No. 
ID 


325782 
LIB3067- 


■054- 


-Ql- 


■Kl- 


■A6 


Seq. 
Seq. 


No. 
ID 


325783 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


325784 
LIB3067- 


-054- 


■Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


325785 
LIB3067- 


-054- 


-Ql- 


■Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


325786 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


325787 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


325788 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 
ID 


325789 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


325790 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 
ID 


325791 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


325792 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


325793 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


325794 
LIB3067- 


-054 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


325795 
LIB3067' 


-054 


-Ql. 


-Kl' 


-El 


Seq. 
Seq. 


No. 

ID 


325796 
LIB3067 


-054 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 
ID 


325797 
LIB3067 


-054 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


325798 
LIB3067 


-054 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


325799 
LIB3067 


-054 


-Ql 


-Kl 


-E6 


Seq. 


No. 


325800 











45565 



Seq. 


ID 


LIB3067- 


-054- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


325801 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


325802 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


325803 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 
ID 


325804 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


325805 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


325806 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


325807 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


325808 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


325809 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


325810 
LIB3067- 


-054- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325811 
LIB3067 


-055- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


325812 
LIB3067 


-055 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


325813 
LIB3067 


-055 


-Ql 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


325814 
LIB3067 


-055 


-Ql 


-Kl- 


-A7 


Seq. 
Seq. 


No. 
ID 


325815 
LIB3067 


-055 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


325816 
LIB3067 


-055 


-Ql 


-Kl' 


-C10 


Seq. 
Seq. 


No. 

ID 


325817 
LIB3067 


-055 


-Ql 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


325818 
LIB3067 


-055 


-Ql 


-Kl 


-C4 


Seq. 


No. 


325819 











45566 



Seq. 


ID 


LIB3067- 


-055- 


■Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


325820 
LIB3067- 


-055- 


■Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 
ID 


325821 
LIB3067- 


-055- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


325822 
LIB3067- 


-055- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


325823 
LIB3067- 


-055- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325824 
LIB3067- 


-055- 


-Ql- 


-Kl- 


-H5 


Seq. No. v 
Seq.#(^rf: 


- v 325S&5 


-056- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No . 

ID 


325826 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


NO . 
ID 


325827 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


NO . 

ID 


325828 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No . 

ID 


325829 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 
ID 


325830 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


325831 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


325832 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


325833 
LIB3067 


-056- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


325834 
LIB3067 


-056- 


-Ql 


-Kl- 


-E10 


Seq. 
Seq. 


No. 
ID 


325835 
LIB3067 


-056' 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


325836 
LIB3067 


-056- 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


325837 
LIB3067 


-056 


-Ql 


-Kl 


-F9 


Seq. 


No. 


325838 











45567 



Seq. 


ID 


LIB3067- 


-056- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


325839 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 
ID 


325840 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


325841 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


325842 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


325843 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325844 
LIB3067- 


-056- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


325845 
LIB3067- 


-057- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


325846 
LIB3067- 


-057- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


325847 
LIB3067- 


-057- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


325848 
LIB3067 


-057- 


-Ql' 


-Kl' 


-C8 


Seq. 
Seq. 


No. 

ID 


325849 
LIB3067 


-057 


-Ql' 


-Kl' 


-Dl 


Seq. 
Seq. 


No. 

ID 


325850 
LIB3067 


-057 


-Ql' 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


325851 
LIB3067 


-057 


-Ql 


-Kl' 


-D7 


Seq. 
Seq. 


No. 

ID 


325852 
LIB3067 


-057 


-Ql 


-Kl' 


-D9 


Seq. 
Seq. 


No. 

ID 


325853 
LIB3067 


-057 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


325854 
LIB3067 


-057 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


325855 
LIB3067 


-057 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


325856 
LIB3067 


-057 


-Ql 


-Kl 


-F5 


Seq. 


No. 


325857 
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Seq. ID LIB3067-057-Q1-K1-G10 

Seq. No. 325858 

Seq. ID LIB3067-057-Q1-K1-G12 

Seq. No. 325859 

Seq. ID LIB3067-057-Q1-K1-G3 

Seq. No. 325860 

Seq. ID LIB3067-057-Q1-K1-G7 

Seq. No. 325861 

Seq. ID LIB3067-057-Q1-K1-H1 

Seq. No. 325862 

Seq. ID LIB3067-057-Q1-K1-H11 

Seq. No. 325863 

Seq, ID LIB3067-057-Q1-K1-H2 

Seq. No. 325864 

Seq. ID LIB3067-058-Q1-K1-B11 

Seq. No. 325865 

Seq. ID LIB3067-058-Q1-K1-B3 

Seq. No. 325866 

Seq. ID LIB3067-058-Q1-K1-B4 

Seq. No. 325867 

Seq. ID LIB3067-058-Q1-K1-C11 

Seq. No. 325868 

Seq. ID LIB3067-058-Q1-K1-C9 

Seq. No. 325869 

Seq. ID LIB3067-058-Q1-K1-E6 

Seq. No. 325870 

Seq. ID LIB3067-058-Q1-K1-F4 

Seq. No. 325871 

Seq. ID LIB3067-058-Q1-K1-F8 

Seq. No. 325872 

Seq. ID LIB3067-058-Q1-K1-G3 

Seq. No. 325873 

Seq. ID LIB3067-058-Q1-K1-G6 

Seq. No. 325874 

Seq. ID LIB3067-058-Q1-K1-G9 

Seq. No. 325875 

Seq. ID LIB3067-058-Q1-K1-H2 

Seq. No. 325876 



455 



Seq. 


ID 


LIB3067- 


-058- 


■Ql- 


■Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


325877 
LIB3067- 


-059- 


■Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


325878 
LIB3067- 


-059- 


-Ql- 


■Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


325879 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


325880 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


325881 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


325882 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


325883 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


325884 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


325885 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


325886 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


325887 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


325888 
LIB3067 


-059- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


325889 
LIB3067 


-059- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


325890 
LIB3067 


-059- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


325891 
LIB3067 


-059- 


-Ql 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


325892 
LIB3067 


-059- 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


325893 
LIB3067 


-059- 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


325894 
LIB3067 


-059- 


-Ql 


-Kl 


-Ell 


Seq. 


No. 


325895 











45570 



Seq. 


ID 


LIB3067- 


-059- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


325896 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


325897 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


325898 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 
ID 


325899 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


325900 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


325901 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


325902 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


325903 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


325904 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


325905 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


325906 
LIB3067- 


-059- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


325907 
LIB3067 


-059- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


325908 
LIB3067 


-060- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


325909 
LIB3067 


-060 


-Ql 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


325910 
LIB3067 


-060 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


325911 
LIB3067 


-060 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


325912 
LIB3067 


-060 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 
ID 


325913 
LIB3067 


-060 


-Ql 


-Kl 


-B8 


Seq. 


No. 


325914 











45571 



# 



Seq. 


ID 


LIB3067- 


060 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


325915 
LIB3067- 


060 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 
ID 


325916 
LIB3067- 


060 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


325917 
LIB3067- 


060 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


325918 
LIB3067- 


060 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 
ID 


325919 
LIB3067- 


060 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


325920 
LIB3067- 


060 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 
ID 


325921 
LIB3067- 


060 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


325922 
LIB3067- 


060 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


325923 
LIB3067- 


060 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


325924 
LIB3067- 


060 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


325925 
LIB3067- 


060 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


325926 
LIB3067- 


060 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


325927 
LIB3067- 


060 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 
ID 


325928 
LIB3067- 


060 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


325929 
LIB3067- 


060 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


325930 
LIB3067- 


060 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


325931 
LIB3068- 


001 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


325932 
LIB3068- 


001 


-Ql 


-Kl 


-A5 


Seq. 


No. 


325933 











Seq. 


ID 


LIB3068- 


-001- 


-Ql- 


■Kl- 


■A6 


Seq. 
Seq. 


No. 

ID 


325934 
LIB3068- 


-001- 


■Ql- 


■Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


325935 
LIB3068- 


-001- 


■Ql- 


■Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


325936 
LIB3068- 


-001- 


-Ql- 


■Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


325937 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


325938 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


325939 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


325940 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


325941 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


325942 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


325943 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


325944 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


325945 
LIB3068 


-001- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


325946 
LIB3068 


-001' 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


325947 
LIB3068 


-001 


-Ql- 


-Kl' 


-C2 


Seq. 
Seq. 


No. 

ID 


325948 
LIB3068 


-001 


-Ql. 


-Kl 


-C3 


Seq. 
Seq. 


No. 
ID 


325949 
LIB3068 


-001 


-Ql' 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


325950 
LIB3068 


-001 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


325951 
LIB3068 


-001 


-Ql 


-Kl 


-C8 


Seq. 


No. 


325952 











4557 




Seq. 


ID 


LIB3068- 


-001- 


-Ql- 


■Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


325953 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


325954 
LIB3068- 


-001- 


-Ql- 


-Kl- 


•Dll 


Seq. 
Seq. 


No. 

ID 


325955 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


325956 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


325957 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


325958 
LIB3068 


-001- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


325959 
LIB3068 


-001- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


325960 
LIB3068 


-001 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


325961 
LIB3068 


-001 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


325962 
LIB3068 


-001 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


325963 
LIB3068 


-001 


-Ql 


-Kl- 


-E2 


Seq. 
Seq. 


No. 
ID 


325964 
LIB3068 


-001 


-Ql 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


325965 
LIB3068 


-001 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


325966 
LIB3068 


-001 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


325967 
LIB3068 


-001 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


325968 
LIB3068 


-001 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


325969 
LIB3068 


-001 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


325970 
LIB3068 


-001 


-Ql 


-Kl 


-Fll 


Seq. 


No. 


325971 











45574 



Seq. 


ID 


LIB3068- 


-001- 


-Ql- 


-Kl- 


■F12 


Seq. 
Seq. 


No. 
ID 


325972 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


325973 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


325974 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


325975 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


325976 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


325977 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-Gil 


Seq . 
Seq. 


No. 

ID 


325978 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


325979 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


325980 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


325981 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


325982 
LIB3068- 


-001- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


325983 
LIB3068 


-001- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


325984 
LIB3068 


-001- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


325985 
LIB3068 


-001' 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


325986 
LIB3068 


-001 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


325987 
LIB3068 


-002 


-Ql 


-Kl' 


-A8 


Seq. 
Seq. 


No. 

ID 


325988 
LIB3068 


-002 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


325989 
LIB3068 


-002 


-Ql 


-Kl 


-Bll 


Seq. 


No. 


325990 











45575 



Seq. ID LIB3068-002-Q1-K1-B12 

Seq. No. 325991 

Seq. ID LIB3068-002-Q1-K1-C1 

Seq. No. 325992 

Seq. ID LIB3068-002-Q1-K1-C7 

Seq. No. 325993 

Seq. ID LIB3068-002-Q1-K1-C9 

Seq. No. 325994 

Seq. ID LIB3068-002-Q1-K1-D4 

Seq. No. 325995 

Seq. ID LIB3068-002-Q1-K1-E4 

Seq. No. 325996 

Seq. ID LIB3068-002-Q1-K1-E9 

Seq. No. 325997 

Seq. ID LIB3068-002-Q1-K1-F6 

Seq. No. 325998 

Seq. ID LIB3068-002-Q1-K1-G12 

Seq. No. 325999 

Seq. ID LIB3068-002-Q1-K1-G7 

Seq. No. 326000 

Seq. ID LIB3068-003-Q1-K1-A10 

Seq. No. 326001 

Seq. ID LIB3068-003-Q1-K1-A3 

Seq. No. 326002 

Seq. ID LIB3068-003-Q1-K1-A8 

Seq. No. 326003 

Seq. ID LIB3068-003-Q1-K1-B11 

Seq. No. 326004 

Seq. ID LIB3068-003-Q1-K1-B2 

Seq. No. 326005 

Seq. ID LIB3068-003-Q1-K1-B3 

Seq. No. 326006 

Seq. ID LIB3068-003-Q1-K1-B6 

Seq. No. 326007 

Seq. ID LIB3068-003-Q1-K1-B8 

Seq. No. 326008 

Seq. ID LIB3068-003-Q1-K1-C1 

Seq. No. 326009 

45576 



Seq. 


ID 


LIB3068- 


003- 


Ql- 


Kl- 


C3 


Seq. 
Seq. 


No. 

ID 


326010 
LIB3068- 


003- 


■Ql- 


Kl- 


C8 


Seq. 
Seq. 


No. 

ID 


326011 
LIB3068- 


•003- 


■Ql- 


■Kl- 


■D2 


Seq. 
Seq. 


No. 

ID 


326012 
LIB3068- 


•003- 


■Ql- 


■Kl- 


■D9 


Seq. 
Seq. 


No. 

ID 


326013 
LIB3068- 


-003- 


-Ql- 


■Kl- 


•E4 


Seq. 
Seq. 


No. 

ID 


326014 
LIB3068- 


-003- 


-Ql- 


■Kl- 


•Fll 


Seq. 
Seq. 


No. 

ID 


326015 
LIB3068- 


-003- 


■Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 
ID 


326016 
LIB3068- 


-003- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


326017 
LIB3068- 


-003- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 
ID 


326018 
LIB3068- 


-003- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


326019 
LIB3068- 


-003- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


326020 
LIB3068- 


-003- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


326021 
LIB3068- 


-004- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


326022 
LIB3068 


-004 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


326023 
LIB3068 


-004 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


326024 
LIB3068 


-004 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


326025 
LIB3068 


-004 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


326026 
LIB3068 


-004 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 
ID 


326027 
LIB3068 


-004 


-Ql 


-Kl 


-F3 


Seq. 


No. 


326028 











45577 



Seq. 


ID 


LIB3068- 


•004- 


■Ql- 


■Kl- 


■F9 


Seq. 
Seq. 


No. 
ID 


326029 
LIB3068- 


•004- 


■Ql- 


■Kl- 


■El 


Seq. 
Seq. 


No. 
ID 


326030 
LIB3068- 


■005- 


■Ql- 


■Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


326031 
LIB3068- 


-005- 


■Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


326032 
LIB3068- 


-005- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


326033 
LIB3068- 


-005- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


326034 
LIB3068- 


-005- 


-Ql- 


■Kl- 


-B2 


Seq. 
Seq. 


No. 
ID 


326035 
LIB3068- 


-005- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


326036 
LIB3068- 


-005- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 
ID 


326037 
LIB3068- 


-005- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


326038 
LIB3068- 


-005- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


326039 
LIB3068- 


-005- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


326040 
LIB3068- 


-005- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


326041 
LIB3068- 


-005- 


-Ql- 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


326042 
LIB3068- 


-005' 


-Ql- 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


326043 
LIB3068 


-005 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 
ID 


326044 
LIB3068 


-005 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


326045 
LIB3068 


-005 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


326046 
LIB3068 


-006 


-Ql 


-Kl 


-A10 


Seq. 


No. 


326047 











455 




Seq. 


ID 


LIB3068- 


■006- 


Ql- 


Kl- 


•A12 


Seq. 
Seq. 


No. 

ID 


326048 
LIB3068- 


-006- 


■Ql- 


•Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


326049 
LIB3068- 


-006- 


■Ql- 


■Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


326050 
LIB3068- 


-006- 


-Ql- 


■Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


326051 
LIB3068- 


-006- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


326052 
LIB3068- 


-006- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


326053 
LIB3068- 


-006- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


326054 
LIB3068- 


-006- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


326055 
LIB3068- 


-006- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


326056 
LIB3068- 


-006- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


326057 
LIB3068- 


-006- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


326058 
LIB3068 


-006- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


326059 
LIB3068 


-006 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 
ID 


326060 
LIB3068 


-006 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


326061 
LIB3068 


-006 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


326062 
LIB3068 


-006 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


326063 
LIB3068 


-006 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


326064 
LIB3068 


-006 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


326065 
LIB3068 


-006 


-Ql 


-Kl 


-H10 


Seq. 


No. 


326066 











45579 



Seq. 


ID 


LIB3068- 


006- 


Ql- 


Kl- 


H5 


Seq. 
Seq. 


No. 

ID 


326067 
LIB3068- 


■006- 


Ql- 


Kl- 


H9 


Seq. 
Seq. 


No. 

ID 


326068 
LIB3068- 


-007- 


■Ql- 


•Kl- 


■All 


Seq. 
Seq. 


No. 

ID 


326069 
LIB3068- 


-007- 


"Ql- 


■Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


326070 
LIB3068- 


-007- 


-Ql- 


■Kl- 


-A5 


Seq. 
Seq. 


No. 
ID 


326071 
LIB3068- 


-007- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


326072 
LIB3068- 


-007- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


326073 
LIB3068- 


-007- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


326074 
LIB3068- 


-007- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


326075 
LIB3068- 


-007- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


326076 
LIB3068- 


-007- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


326077 
LIB3068 


-007 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


326078 
LIB3068 


-007 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


326079 
LIB3068 


-007 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


326080 
LIB3068 


-007 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


326081 
LIB3068 


-007 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


326082 
LIB3068 


-007 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


326083 
LIB3068 


-007 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


326084 
LIB3068 


-007 


-Ql 


-Kl 


-H9 


Seq. 


No. 


326085 
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Seq. 


ID 


LIB3068- 


008- 


Ql- 


Kl- 


A10 


Seq. 
Seq. 


No. 

ID 


326086 
LIB3068- 


008- 


■Ql- 


Kl- 


B4 


Seq. 
Seq. 


No. 

ID 


326087 
LIB3068- 


008- 


•Ql- 


Kl- 


B6 


Seq. 
Seq. 


No. 

ID 


326088 
LIB3068- 


■008- 


■Ql- 


■Kl- 


■B8 


Seq. 
Seq. 


No. 

ID 


326089 
LIB3068- 


■008- 


■Ql- 


■Kl- 


■C3 


Seq. 
Seq. 


No. 

ID 


326090 
LIB3068- 


■008- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


326091 
LIB3068- 


-008- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


326092 
LIB3068- 


-008- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


326093 
LIB3068- 


-008- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 
ID 


326094 
LIB3068- 


-008- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 
ID 


326095 
LIB3068- 


-008- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


326096 
LIB3068- 


-008- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


326097 
LIB3068- 


-008- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


326098 
LIB3068- 


-008 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


326099 
LIB3068 


-008 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


326100 
LIB3068 


-008 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


326101 
LIB3068 


-008 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


326102 
LIB3068 


-008 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


NO. 

ID 


326103 
LIB3068 


-008 


-Ql 


-Kl 


-G12 


Seq. 


No. 


326104 
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Seq. 


ID 


LIB3068- 


008- 


Ql- 


Kl- 


G2 


Seq. 
Seq. 


No. 

ID 


326105 
LIB3068- 


008- 


Ql- 


Kl- 


G8 


Seq. 
Seq. 


No. 

ID 


326106 
LIB3068- 


008- 


■Ql- 


■Kl- 


■Hll 


Seq. 
Seq. 


No. 
ID 


326107 
LIB3068- 


008- 


■Ql- 


■Kl- 


■H12 


Seq. 
Seq. 


No. 

ID 


326108 
LIB3068- 


•008- 


■Ql- 


■Kl- 


■H4 


Seq. 
Seq. 


No. 

ID 


326109 
LIB3068- 


■008- 


■Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


326110 
LIB3068- 


-008- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


326111 
LIB3068- 


-009- 


-Ql- 


■Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


326112 
LIB3068- 


-009- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


326113 
LIB3068- 


-009- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


326114 
LIB3068- 


-009- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


326115 
LIB3068- 


-009- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


326116 
LIB3068- 


-009- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


326117 
LIB3068- 


-009- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


326118 
LIB3068- 


-009 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


326119 
LIB3068 


-009 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


326120 
LIB3068 


-009 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


326121 
LIB3068 


-009 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


326122 
LIB3068 


-009 


-Ql 


-Kl 


-E8 


Seq. 


No. 


326123 
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Seq. 


ID 


LIB3068- 


009- 


Ql- 


Kl- 


G10 


Seq. 
Seq. 


No. 

ID 


326124 
LIB3068- 


009- 


Ql- 


Kl- 


Gil 


Seq. 
Seq. 


No. 

ID 


326125 
LIB3068- 


009- 


Ql- 


Kl- 


G12 


Seq. 
Seq. 


No. 

ID 


326126 
LIB3068- 


009- 


Ql- 


Kl- 


G3 


Seq. 
Seq. 


No. 

ID 


326127 
LIB3068- 


-009- 


■Ql- 


■Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


326128 
LIB3068- 


-009- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


326129 
LIB3068- 


-010- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


326130 
LIB3068- 


-010- 


-Ql- 


-Kl- 


■B5 


Seq. 
Seq. 


No. 

ID 


326131 
LIB3068- 


-010- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


326132 
LIB3068- 


-010- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


326133 
LIB3068- 


-010- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


326134 
LIB3068- 


-010 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


326135 
LIB3068 


-010 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 
ID 


326136 
LIB3068 


-010 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


326137 
LIB3068 


-010 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 
ID 


326138 
LIB3068 


-010 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 
ID 


326139 
LIB3068 


-010 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


326140 
LIB3068 


-010 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


326141 
LIB3068 


-010 


-Ql 


-Kl 


-E6 


Seq. 


No. 


326142 
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Seq. ID LIB3068-010-Q1-K1-F12 

Seq. No. 326143 

Seq. ID LIB3068-010-Q1-K1-F2 

Seq. No. 326144 

Seq. ID LIB3068-010-Q1-K1-F4 

Seq. No. 326145 

Seq. ID LIB3068-010-Q1-K1-F5 

Seq. No. 326146 

Seq. ID LIB3068-010-Q1-K1-F7 

Seq. No. 326147 

Seq. ID LIB3068-010-Q1-K1-F8 

Seq. No. 326148 

Seq. ID LIB3068-010-Q1-K1-G7 

Seq. No. 326149 

Seq. ID LIB3068-010-Q1-K1-G8 

Seq. No. 326150 

Seq. ID LIB3068-010-Q1-K1-H10 

Seq. No. 326151 

Seq. ID LIB3068-010-Q1-K1-H5 

Seq. No. 326152 

Seq. ID LIB3068-010-Q1-K1-H8 

Seq. No. 326153 

Seq. ID LIB3068-010-Q1-K1-H9 

Seq. No. 326154 

Seq. ID LIB3068-011-Q1-K1-B10 

Seq. No. 326155 

Seq. ID LIB3068-011-Q1-K1-C10 

Seq. No. 326156 

Seq. ID LIB3068-011-Q1-K1-C12 

Seq. No. 326157 

Seq. ID LIB3068-011-Q1-K1-C5 

Seq. No. 326158 

Seq. ID LIB3068-011-Q1-K1-D10 

Seq. No. 326159 

Seq. ID LIB3068-011-Q1-K1-D5 

Seq. No. 326160 

Seq. ID LIB3068-011-Q1-K1-F1 

Seq. No. 326161 



45584 



Seq. 


ID 


LIB3068- 


-011- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


326162 
LIB3068- 


-011- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


326163 
LIB3068- 


-011- 


-Ql- 


■Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


326164 
LIB3068- 


-011- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


326165 
LIB3068- 


-011- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


326166 
LIB3068- 


-012- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


326167 
LIB3068- 


-012- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 
ID 


326168 
LIB3068- 


-012- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


326169 
LIB3068 


-012 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


326170 
LIB3068 


-012 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


326171 
LIB3068 


-012 


-Ql 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 
ID 


326172 
LIB3068 


-012 


-Ql 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


326173 
LIB3068 


-012 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


326174 
LIB3068 


-012 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


326175 
LIB3068 


-012 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 
ID 


326176 
LIB3068 


-012 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


326177 
LIB3068 


-012 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


326178 
LIB3068 


-012 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


326179 
LIB3068 


-012 


-Ql 


-Kl 


-D9 


Seq. 


No. 


326180 
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Seq. 


ID 


LIB3068 


-012- 


-Ql 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


326181 
LIB3068 


-012- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


326182 
LIB3068 


-012- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No* 

ID 


326183 
LIB3068 


-012- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


326184 
LIB3068 


-012- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


326185 
LIB3068 


-012- 


-Ql 


-Kl- 


-F6 


Seq. 
Seq. 


No. 
ID 


326186 
LIB3068 


-012' 


-Ql 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


326187 
LIB3068 


-012- 


-Ql 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


326188 
LIB3068 


-012 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


326189 
LIB3068 


-012 


-Ql 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


326190 
LIB3068 


-012 


-Ql 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


326191 
LIB3068 


-013 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


326192 
LIB3068 


-013 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


326193 
LIB3068 


-013 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


326194 
LIB3068 


-013 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


326195 
LIB3068 


-013 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


326196 
LIB3068 


-013 


-Ql 


-Kl- 


-C6 


Sea. 
Seq. 


No. 

ID 


326197 
LIB3068 


-013 


-Ql 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


326198 
LIB3068 


-013 


-Ql 


-Kl' 


-Dl 


Seq. 


No. 


326199 
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Seq. 


ID 


LIB3068 


-013 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


326200 
LIB3068 


-013 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


326201 
LIB3068 


-013 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


326202 
LIB3068 


-013 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


326203 
LIB3068 


-013 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 
ID 


326204 
LIB3068 


-013 


-Ql 


-Kl 


-E8 


^eq. 
Seq. 


No. 

ID 


326205 
LIB3068 


-013 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


326206 
LIB3068 


-013 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 
ID 


326207 
LIB3068 


-013 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


326208 
LIB3068 


-013 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


326209 
LIB3068 


-013 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 
ID 


326210 
LIB3068 


-013 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID" 


326211 
LIB3068 


-013 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


326212 
LIB3068 


-013 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


326213 
LIB3068 


-013 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


326214 
LIB3068 


-013 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


326215 
LIB3068 


-013 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


326216 
LIB3068 


-013 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


326217 
LIB3068 


-014 


-Ql 


-Kl 


-Al 


Seq. 


No. 


326218 
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Seq. 


ID 


LIB3068- 


-014- 


■Ql- 


■Kl- 


■A8 


Seq. 
Seq. 


No. 
ID 


326219 
LIB3068- 


-014- 


-Ql- 


■Kl- 


■B12 


Seq. 
Seq. 


No. 

ID 


326220 
LIB3068- 


-014- 


■Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 
ID 


326221 
LIB3068- 


-014- 


-Ql- 


•Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


326222 
LIB3068- 


-014- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 
ID 


326223 
LIB3068- 


-014- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


326224 
LIB3068- 


-014- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


326225 
LIB3068- 


-014- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


326226 
LIB3068' 


-014- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


326227 
LIB3068- 


-014- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


326228 
LIB3068 


-014- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


326229 
LIB3068 


-014- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


326230 
LIB3068 


-014- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


326231 
LIB3068 


-014' 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


326232 
LIB3068 


-014 


-Ql. 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


326233 
LIB3068 


-014 


-Ql 


-Kl' 


-G4 


Seq. 
Seq. 


No. 

ID 


326234 
LIB3068 


-014 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


326235 
LIB3068 


-014 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


326236 
LIB3068 


-014 


-Ql 


-Kl 


-HI 


Seq. 


No. 


326237 
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Seq. 


ID 


LIB3068- 


-014- 


-Ql- 


■Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


326238 
LIB3068- 


-014- 


-Ql- 


■Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


326239 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


326240 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


326241 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


326242 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


326243 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


326244 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


326245 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


326246 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 
ID 


326247 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


326248 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


326249 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


326250 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


326251 
LIB3068 


-015' 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


326252 
LIB3068 


-015- 


-Ql' 


-Kl' 


-E12 


Seq. 
Seq. 


No. 

ID 


326253 
LIB3068 


-015' 


-Ql 


-Kl' 


-E2 


Seq. 
Seq. 


No. 

ID 


326254 
LIB3068 


-015 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


326255 
LIB3068 


-015 


-Ql 


-Kl 


-E4 


Seq. 


No. 


326256 
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Seq. 


ID 


LIB3068- 


-015- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


326257 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 
ID 


326258 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


326259 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


326260 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 
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ID 


326261 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


326262 
LIB3068- 


-015- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 
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ID 


326263 
LIB3068- 


-015- 


-Ql- 


-Kl- 
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Seq. 
Seq. 
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ID 


326264 
LIB3068' 


-015- 


-Ql- 


-Kl- 
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Seq. 
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ID 


326265 
LIB3068 
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-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


326266 
LIB3068 


-016- 


-Ql- 


-Kl- 
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Seq. 
Seq. 


No. 

ID 


326267 
LIB3068 


-016- 


-Ql' 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


326268 
LIB3068 


-016- 


-Ql' 


-Kl- 


-A5 


Seq. 
Seq. 


NO. 

ID 


326269 
LIB3068 


-016- 


-Ql 


-Kl' 


-A7 


Seq. 
Seq. 


No. 
ID 


326270 
LIB3068 


-016- 


-Ql 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


326271 
LIB3068 


-016- 


-Ql 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


326272 
LIB3068 


-016- 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


326273 
LIB3068 


-016 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


326274 
LIB3068 


-016 


-Ql 


-Kl 


-B8 


Seq. 


No. 


326275 
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Seq. 


ID 


LIB3068 


-016 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


326276 
LIB3068 


-016 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


326277 
LIB3068 


-016 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


326278 
LIB3068 


-016 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


326279 
LIB3068 


-016 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


326280 
LIB3068 


-016 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


326281 
LIB3068 


-016 


-Ql 


-Kl' 


-D4 


Seq. 
Seq. 


No. 

ID 


326282 
LIB3068 


-016 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


326283 
LIB3068 


-016 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


326284 
LIB3068 


-016 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


326285 
LIB3068 


-016 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


326286 
LIB3068 


-016 


-Ql' 


-Kl' 


-G2 


Seq. 
Seq. 


No. 

ID 


326287 
LIB3068 


-016 


-Ql' 


-Kl' 


-H2 


Seq. 
Seq. 


No. 

ID 


326288 
LIB3068 


-016' 


-Ql' 


-Kl- 


-H3 


Seq. 
Seq. 


No. 
ID 


326289 
LIB3068 


-016' 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


326290 
LIB3068 


-016- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


326291 
LIB3068 


-016- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


326292 
LIB3068 


-017- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 
ID 


326293 
LIB3068' 


-017- 


-Ql- 


-Kl- 


-C12 


Seq. 


No. 


326294 
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Seq. ID 
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Seq. No. 
Seq. ID 
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Seq. ID 
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Seq. ID 
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Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
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Seq. ID 
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Seq. ID 
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Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 



LIB3068-017-Q1-K1-C4 
326295 

LIB3068-017-Q1-K1-C8 
326296 

LIB3068-017-Q1-K1-D10 
326297 

LIB3068-017-Q1-K1-D12 
326298 

LIB3068-017-Q1-K1-D3 
326299 

LIB3068-017-Q1-K1-F3 
326300 

LIB3068-017-Q1-K1-F8 
326301 

LIB3068-017-Q1-K1-F9 
326302 

LIB3068-017-Q1-K1-G1 
326303 

LIB3068-017-Q1-K1-G2 
326304 

LIB3068-017-Q1-K1-H11 
326305 

LIB30 68-017-Q1-K1-H12 
326306 

LIB3068-017-Q1-K1-H2 



326307 

LIB3068-017-Q1-K1-H6 
326308 

LIB3068-017-Q1-K1-H8 
326309 

LIB3068-018-Q1-K1-A11 
326310 

LIB3068-018-Q1-K1-A12 
326311 

LIB3068-018-Q1-K1-B12 
326312 

LIB3068-018-Q1-K1-B4 
326313 



45592 



Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 



LIB3068-018-Q1-K1-B5 



326314 

LIB3068-018-Q1-K1-B6 
326315 

LIB3068-018-Q1-K1-B8 
326316 

LIB3068-018-Q1-K1-C1 



326317 

LIB3068-018-Q1-K1-C12 
326318 

LIB3068-018-Q1-K1-C5 
326319 

LIB3068-018-Q1-K1-D11 

326320 

LIB3068-018-Q1-K1-D12 
326321 

LIB3068-018-Q1-K1-D3 
326322 

LIB3068-018-Q1-K1-D4 
326323 

LIB3068-018-Q1-K1-D6 
326324 

LIB3068-018-Q1-K1-E12 
326325 

LIB3068-018-Q1-K1-E2 



326326 

LIB3068-018-Q1-K1-E5 
326327 

LIB3068-018-Q1-K1-F12 
326328 

LIB3068-018-Q1-K1-F2 
326329 

LIB3068-018-Q1-K1-F6 
326330 

LIB3068-018-Q1-K1-F9 
326331 

LIB3068-018-Q1-K1-G6 
326332 



45593 



Seq . ID LIB3068-018-Q1-K1-G7 

Seq. No. 326333 

Se q. id LIB3068-018-Q1-K1-G8 

Seq. No. 326334 

Seq . ID LIB3068-018-Q1-K1-H1 

Seq. No. 326335 

Seq. ID LIB3068-018-Q1-K1-H7 

Seq. No. 326336 

Seq . id LIB3068-018-Q1-K1-H9 

Seq. No. 326337 

Seq . id LIB3068-019-Q1-K1-A3 

Seq. No. 326338 

Seq. ID LIB3068-019-Q1-K1-A7 

Seq. No. 326339 

Seq. ID LIB3068-019-Q1-K1-A8 

Seq. No. 326340 

Seq. ID LIB3068-019-Q1-K1-B2 

Seq. No. 326341 

Seq. ID LIB3068-019-Q1-K1-B5 

Seq. No. 326342 

Seq. ID LIB3068-019-Q1-K1-B8 

Seq. No. 326343 

Seq. ID LIB3068-019-Q1-K1-C1 

Seq. No. 326344 

Seq. ID LIB3068-019-Q1-K1-C10 

Seq. No. 326345 

Seq. ID LIB3068-019-Q1-K1-C2 

Seq. No. 326346 

Seq. ID LIB3068-019-Q1-K1-C9 

Seq. No. 326347 

Seq. ID LIB3068-019-Q1-K1-D1 

Seq. No. 326348 

Seq. ID LIB3068-019-Q1-K1-D12 

Seq. No. 326349 

Seq. ID LIB3068-019-Q1-K1-E10 
Seq. No. 326350 

Seq . ID LIB3068-019-Q1-K1-E11 
Seq. No. 326351 

45594 



Seq . ID LIB3068-019-Q1-K1-E3 

Seq. No. 326352 

Se q. ID LIB3068-019-Q1-K1-E4 

Seq. No, 326353 

Se q. ID LIB3068-019-Q1-K1-F10 

Seq. No. 326354 

Seq. ID LIB3068-019-Q1-K1-F4 

Seq. No. 326355 

Seq. ID LIB3068-019-Q1-K1-G11 

Seq. No. 326356 

Se q. id LIB3068-019-Q1-K1-G12 

Seq. No. 326357 

Seq . ID LIB3068-019-Q1-K1-G3 

Seq. No. 326358 

Se q. id LIB3068-019-Q1-K1-G5 

Seq. No. 326359 

Se q. id LIB3068-019-Q1-K1-G8 

Seq. No. 326360 

Se q. ID LIB3068-019-Q1-K1-G9 

Seq. No. 326361 

Seq. ID LIB3068-019-Q1-K1-H5 

Seq. No. 326362 

Seq. ID LIB3068-019-Q1-K1-H9 

Seq. No. 326363 

Seq. ID LIB3068-020-Q1-K1-A12 

Seq. No. 326364 

Seq. ID LIB3068-020-Q1-K1-A4 

Seq. No. 326365 

Seq. ID LIB3068-020-Q1-K1-A8 

Seq. No. 326366 

Seq . ID LIB3068-020-Q1-K1-B12 

Seq. No. 326367 

Seq. ID LIB3068-020-Q1-K1-B9 

Seq. No. 326368 

Se q. id LIB3068-020-Q1-K1-C11 

Seq. No. 326369 

Seq. ID LIB3068-020-Q1-K1-C4 

Seq. No. 326370 
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Seq. ID 

Seq. No. 



LIB3068-020-Q1-K1-C8 



326371 

LIB3068-020-Q1-K1-C9 
326372 

LIB3068-020-Q1-K1-D7 
326373 

LIB3068-020-Q1-K1-D8 
326374 

LIB3068-020-Q1-K1-D9 



326375 

LIB3068-020-Q1-K1-E10 
326376 

LIB3068-020-Q1-K1-E7 
326377 

LIB3068-020-Q1-K1-F1 
326378 

LIB3068-020-Q1-K1-F11 
326379 

LIB3068-020-Q1-K1-F9 
326380 

LIB3068-020-Q1-K1-G10 
326381 

LIB3068-020-Q1-K1-G4 
326382 

LIB3068-020-Q1-K1-G7 
326383 

LIB3068-020-Q1-K1-G9 
326384 

LIB3068-021-Q1-K1-A5 



326385 

LIB3068-021-Q1-K1-A6 
326386 

LIB3068-021-Q1-K1-B11 



326387 

LIB3068-021-Q1-K1-B4 
326388 

LIB3068-021-Q1-K1-B6 
326389 
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LIB3068-021-Q1-K1-C12 
326390 

LIB3068-021-Q1-K1-C9 
326391 

LIB3068-021-Q1-K1-D11 

326392 

LIB3068-021-Q1-K1-D12 



326393 
LIB3068 

326394 
LIB3068 



-021-Q1-K1-D7 
-021-Q1-K1-D9 



326395 

LIB3068-021-Q1-K1-E2 
326396 

LIB3068-021-Q1-K1-E4 
326397 

LIB3068-021-Q1-K1-F12 
326398 

LIB3068-021-Q1-K1-F6 



326399 

LIB3068-021-Q1-K1-F7 



326400 

LIB3068-021-Q1-K1-G4 



326401 

LIB3068-021-Q1-K1-H3 
326402 

LIB3068-021-Q1-K1-H5 
326403 

LIB3068-021-Q1-K1-H8 



326404 

LIB3068-022-Q1-K1-A10 



326405 

LIB3068-022-Q1-K1-A5 
326406 

LIB3068-022-Q1-K1-B5 
326407 

LIB3068-022-Q1-K1-C11 



326408 
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LIB3068-022-Q1-K1-C2 
326409 

LIB3068-022-Q1-K1-C6 
326410 

LIB3068-022-Q1-K1-D1 
326411 

LIB3068-022-Q1-K1-D10 
326412 

LIB3068-022-Q1-K1-D6 
326413 

LIB3068-022-Q1-K1-D7 



326414 

LIB3068-022-Q1-K1-D8 



326415 

LIB3068-022-Q1-K1-E10 
326416 

LIB3068-022-Q1-K1-E4 



326417 

LIB3068-022-Q1-K1-E5 
326418 

LIB3068-022-Q1-K1-E7 
326419 

LIB3068-022-Q1-K1-F11 
326420 

LIB3068-022-Q1-K1-F7 
326421 

LIB3068-022-Q1-K1-F8 
326422 

LIB3068-022-Q1-K1-G10 
326423 

LIB3068-022-Q1-K1-G11 
326424 

LIB3068-022-Q1-K1-G6 
326425 

LIB3068-022-Q1-K1-H12 
326426 

LIB3068-022-Q1-K1-H2 
326427 
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326432 
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Seq. 
Seq. 
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ID 


326433 
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-Kl- 
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Seq. 
Seq. 
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326434 
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-023- 


-Ql- 
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Seq. 
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326435 
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-Ql- 
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-C4 


Seq. 
Seq. 
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ID 


326436 
LIB3068- 


-023- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 
ID 


326437 
LIB3068- 


-023- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


326438 
LIB3068- 


-023- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


326439 
LIB3068- 


-023- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


326440 
LIB3068- 


-023- 


-Ql- 


-Kl- 
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Seq. 
Seq. 
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ID 


326441 
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326442 
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326443 
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-023 
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326445 
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LIB3068-023-Q1-K1-G1 
326447 

LIB3068-023-Q1-K1-G10 
326448 

LIB3068-023-Q1-K1-G11 
326449 

LIB3068-023-Q1-K1-G3 
326450 

LIB3068-023-Q1-K1-G8 
326451 

LIB3068-023-Q1-K1-H10 
326452 

LIB3068-023-Q1-K1-H4 
326453 

LIB3068-023-Q1-K1-H8 
326454 

LIB3068-024-Q1-K1-A10 



326455 

LIB3068-024-Q1-K1-B10 
326456 

LIB3068-024-Q1-K1-B5 
326457 

LIB3068-024-Q1-K1-C11 
326458 

LIB3068-024-Q1-K1-C4 
326459 

LIB3068-024-Q1-K1-E2 
326460 

LIB3068-024-Q1-K1-F10 
326461 

LIB3068-024-Q1-K1-F3 
326462 

LIB3068-024-Q1-K1-F4 
326463 

LIB3068-024-Q1-K1-F5 
326464 

LIB3068-024-Q1-K1-F9 
326465 
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326468 
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Seq. 
Seq. 


No. 

ID 


326469 
LIB3068- 
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■Kl- 
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Seq. 
Seq. 


No. 
ID 


326470 
LIB3068- 
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-Ql- 


•Kl- 
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Seq. 
Seq. 


No. 

ID 


326471 
LIB3068- 


-025- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


326472 
LIB3068- 


-025- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


326473 
LIB3068- 


-025- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


326474 
LIB3068- 


-025- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


326475 
LIB3068- 


-025- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


326476 
LIB3068- 


-025- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


326477 
LIB3068- 


-025- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


326478 
LIB3068- 


-025- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


326479 
LIB3068- 


-025 


-Ql 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


326480 
LIB3068 


-025 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


326481 
LIB3068 


-025 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


326482 
LIB3068 


-025 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


326483 
LIB3068 


-025 


-Ql 


-Kl 


-E10 


Seq. 


No. 


326484 











45601 



Seq. ID LIB3068-025-Q1-K1-F1 

Seq. No. 326485 

Seq. ID LIB3068-025-Q1-K1-F4 

Seq. No. 326486 

Seq. ID LIB3068-025-Q1-K1-F9 

Seq. No. 326487 

Seq. ID LIB3068-025-Q1-K1-G1 

Seq. No. 326488 

Seq. ID LIB3068-025-Q1-K1-G12 

Seq. No. 326489 

Seq. ID LIB3068-025-Q1-K1-G5 

Seq. No. 326490 

Seq. ID LIB3068-025-Q1-K1-G6 

Seq. No. 326491 

Seq. ID LIB3068-025-Q1-K1-G9 

Seq. No. 326492 

Seq. ID LIB3068-025-Q1-K1-H3 

Seq. No. 326493 

Seq. ID LIB3068-026-Q1-K1-A10 

Seq. No. 326494 

Seq. ID LIB3068-026-Q1-K1-A3 

Seq. No. 326495 

Seq. ID LIB3068-026-Q1-K1-A4 

Seq. No. 326496 

Seq. ID LIB3068-026-Q1-K1-A6 

Seq. No. 326497 

Seq. ID LIB3068-026-Q1-K1-B10 

Seq. No. 326498 

Seq. ID LIB3068-026-Q1-K1-B11 

Seq. No. 326499 

Seq. ID LIB3068-026-Q1-K1-B8 

Seq. No. 326500 

Seq. ID LIB3068-026-Q1-K1-C1 

Seq. No. 326501 

Seq. ID LIB3068-026-Q1-K1-C10 

Seq. No. 326502 

Seq. ID LIB3068-026-Q1-K1-C11 

Seq. No. 326503 

45602 



Seq. ID LIB3068-026-Q1-K1-C12 

Seq. No. 326504 

Seq. ID LIB3068-026-Q1-K1-C2 

Seq. No. 326505 

Seq. ID LIB3068-026-Q1-K1-D11 

Seq. No. 326506 

Seq. ID LIB3068-026-Q1-K1-D7 

Seq. No. 326507 

Seq. ID LIB3068-026-Q1-K1-D8 

Seq. No. 326508 

Seq. ID LIB3068-026-Q1-K1-D9 

Seq. No. 326509 

Seq. ID LIB3068-026-Q1-K1-E12 

Seq. No. 326510 

Seq. ID LIB3068-026-Q1-K1-F10 

Seq. No. 326511 

Seq. ID LIB3068-026-Q1-K1-F11 

Seq. No. 326512 

Seq. ID LIB3068-026-Q1-K1-F2 

Seq. No. 326513 

Seq. ID LIB3068-026-Q1-K1-H11 

Seq. No. 326514 

Seq. ID LIB3068-026-Q1-K1-H12 

Seq. No. 326515 

Seq. ID LIB3068-026-Q1-K1-H3 

Seq. No. 326516 

Seq. ID LIB3068-027-Q1-K1-A11 

Seq. No. 326517 

Seq. ID LIB3068-027-Q1-K1-A12 

Seq. No. 326518 

Seq. ID LIB3068-027-Q1-K1-A9 

Seq. No. 326519 

Seq. ID LIB3068-027-Q1-K1-C10 

Seq. No. 326520 

Seq. ID LIB3068-027-Q1-K1-C11 

Seq. No. 326521 

Seq. ID LIB3068-027-Q1-K1-C9 

Seq. No. 326522 

45603 



Seq. ID LIB3068-027-Q1-K1-D10 

Seq. No. 326523 

Seq. ID LIB3068-027-Q1-K1-D11 

Seq. No. 326524 

Seq. ID LIB3068-027-Q1-K1-E5 

Seq. No. 326525 

Seq. ID LIB3068-027-Q1-K1-E7 

Seq. No. 326526 

Seq. ID LIB3068-027-Q1-K1-F11 

Seq. No. 326527 

Seq. ID LIB3068-027-Q1-K1-F12 

Seq. No. 326528 

Seq. ID LIB3068-027-Q1-K1-F2 

Seq. No. 326529 

Seq. ID LIB3068-027-Q1-K1-G3 

Seq. No. 326530 

Seq. ID LIB3068-027-Q1-K1-G5 

Seq. No. 326531 

Seq. ID LIB3068-027-Q1-K1-H12 

Seq. No. 326532 

Seq. ID LIB3068-028-Q1-K1-A3 

Seq. No. 326533 

Seq. ID LIB3068-028-Q1-K1-A8 

Seq. No. 326534 

Seq. ID LIB3068-028-Q1-K1-B12 

Seq. No. 326535 

Seq. ID LIB3068-028-Q1-K1-C10 

Seq. No. 326536 

Seq. ID LIB3068-028-Q1-K1-C4 

Seq. No. 326537 

Seq. ID LIB3068-G28-Q1-K1-C5 

Seq. No. 326538 

Seq. ID LIB3068-028-Q1-K1-C8 

Seq. No. 326539 

Seq. ID LIB3068-028-Q1-K1-D1 

Seq. No. 326540 

Seq. ID LIB3068-028-Q1-K1-D2 

Seq. No. 326541 
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Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 
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Seq. ID 
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Seq. ID 
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Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 
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Seq. ID 
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Seq. ID 
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Seq. ID 
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Seq. ID 
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Seq. ID 
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Seq. ID 

Seq. No. 
Seq. ID 
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Seq. ID 

Seq. No. 



LIB3068-028-Q1-K1-D8 



326542 

LIB3068-028-Q1-K1-D9 



326543 

LIB3068-028-Q1-K1-E11 
326544 

LIB3068-028-Q1-K1-E3 
326545 

LIB3068-028-Q1-K1-E4 
326546 

LIB3068-028-Q1-K1-E6 
326547 

LIB3068-028-Q1-K1-F1 
326548 

LIB3068-028-Q1-K1-F12 
326549 

LIB3068-028-Q1-K1-F2 



326550 

LIB3068-028-Q1-K1-G1 
326551 

LIB30 68-028-Q1-K1-G6 
326552 

LIB3068-028-Q1-K1-G8 
326553 

LIB3068-029-Q1-K1-B11 



326554 

LIB3068-029-Q1-K1-B12 
326555 

LIB3068-029-Q1-K1-B2 
326556 

LIB3068-029-Q1-K1-B3 
326557 

LIB3068-029-Q1-K1-B9 



326558 

LIB3068-029-Q1-K1-C11 



326559 

LIB3068-029-Q1-K1-C5 



326560 
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Seq. ID LIB3068-029-Q1-K1-D1 

Seq. No. 326561 

Seq. ID LIB3068-029-Q1-K1-D2 

Seq. No. 326562 

Seq. ID LIB3068-029-Q1-K1-D6 

Seq. No. 326563 

Seq. ID LIB3068-029-Q1-K1-E11 

Seq. No. 326564 

Seq. ID LIB3068-029-Q1-K1-F10 

Seq. No. 326565 

Seq. ID LIB3068-029-Q1-K1-F3 

Seq. No. 326566 

Seq. ID LIB3068-029-Q1-K1-F6 

Seq. No. 326567 

Seq. ID LIB3068-029-Q1-K1-F9 

Seq. No. 326568 

Seq. ID LIB3068-029-Q1-K1-H11 

Seq. No. 326569 

Seq. ID LIB3068-029-Q1-K1-H2 

Seq. No. 326570 

Seq. ID LIB3068-029-Q1-K1-H6 

Seq. No. 326571 

Seq. ID LIB3068-029-Q1-K1-H7 

Seq. No. 326572 

Seq. ID LIB3068-029-Q1-K1-H8 

Seq. No. 326573 

Seq. ID LIB3068-030-Q1-K1-A3 

Seq. No. 326574 

Seq. ID LIB3068-030-Q1-K1-A4 

Seq. No. 326575 

Seq. ID LIB3068-030-Q1-K1-A6 

Seq. No. 326576 

Seq. ID LIB3068-030-Q1-K1-A9 

Seq. No. 326577 

Seq. ID LIB3068-030-Q1-K1-B1 

Seq. No. 326578 

Seq. ID LIB3068-030-Q1-K1-B4 

Seq. No. 326579 
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Seq. 
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Seq. 
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Seq. 
Seq. 
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Seq. 
Seq. 
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Seq. 
Seq. 
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ID 
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Seq. 
Seq. 
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ID 
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Seq. 
Seq. 
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ID 
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Seq. 


No. 
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ID 
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Seq. 
Seq. 
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ID 
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Seq. 
Seq. 
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Seq. 
Seq. 
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ID 
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Seq. 
Seq. 
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ID 
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Seq. 
Seq. 
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ID 
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-F5 


Seq. 
Seq. 
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ID 
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Seq. 
Seq. 
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ID 
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-Kl- 


-F7 


Seq. 
Seq. 
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ID 
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-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 
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ID 


326626 
LIB3068- 
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-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


326627 
LIB3068- 


-031- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


326628 
LIB3068- 


-031- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


326629 
LIB3068- 


-031- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


326630 
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-031- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


326631 
LIB3068' 


-031- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


326632 
LIB3068 


-031 


-Ql 
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-H2 


Seq. 
Seq. 


No. 

ID 
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-Ql 
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Seq . 
Seq. 
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ID 


326634 
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-031 


-Ql 
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Seq. 
Seq. 
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ID 


326635 
LIB3068 
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-Ql 
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Seq. 
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Seq. 


ID 
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Kl- 
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Seq. 
Seq. 


No. 

ID 


326637 
LIB3068- 


032- 


■Ql- 


■Kl- 
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Seq. 
Seq. 


No. 

ID 


326638 
LIB3068- 


032- 


■Ql- 


■Kl- 


■CI 


Seq. 
Seq. 


No. 
ID 


326639 
LIB3068- 


■032- 


■Ql- 


■Kl- 


■E10 


Seq. 
Seq. 


No. 

ID 


326640 
LIB3068- 


■032- 


-Ql- 


■Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


326641 
LIB3068- 


■032- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


326642 
LIB3068- 


-032- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 
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LIB3068- 


-032- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


326644 
LIB3068- 


-032- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 
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LIB3068- 
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-Ql- 
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Seq. 
Seq. 
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ID 


326646 
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-Kl- 
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Seq. 
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ID 
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Seq. 
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Seq. 
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Seq. 
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Seq. 


No. 
ID 


326656 
LIB3068- 


033- 


Ql- 


Kl- 


■A4 


Seq. 
Seq. 


No. 

ID 


326657 
LIB3068- 


033- 


-Ql- 


■Kl- 


■B6 


Seq. 
Seq. 


No. 

ID 


326658 
LIB3068- 


■033- 


■Ql- 


■Kl- 


■CI 


Seq. 
Seq. 


No. 

ID 


326659 
LIB3068- 


-033- 


■Ql- 


■Kl- 


■C4 


Seq. 
Seq. 


No. 

ID 


326660 
LIB3068- 


-033- 


■Ql- 


■Kl- 


■CI 


Seq. 
Seq. 


No. 
ID 


326661 
LIB3068- 


-033- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


326662 
LIB3068- 


-033- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


326663 
LIB3068- 


-033- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 
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Seq. 
Seq. 
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Seq. 
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Seq. 
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326851 

LIB3068-043-Q1-K1-D9 
326852 

LIB3068-043-Q1-K1-E11 
326853 

LIB3068-043-Q1-K1-E6 
326854 

LIB3068-043-Q1-K1-E8 



326855 
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-Gl 


Seq. 
Seq. 


No. 

ID 


326896 
LIB3068 


-045' 


-Ql' 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


326897 
LIB3068 


-045 


-Ql 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 
ID 


326898 
LIB3068 


-045 


-Ql 


-Kl' 


-G12 


Seq. 
Seq. 


No. 

ID 


326899 
LIB3068 


-045 


-Ql 


-Kl' 


-G3 


Seq. 
Seq. 


No. 

ID 


326900 
LIB3068 


-045 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


326901 
LIB3068 


-045 


-Ql 


-Kl 


-H5 


Seq. 


No. 


326902 











45623 



Seq. 


ID 


LIB3068- 


046- 


■Ql- 


Kl- 


■A12 


Seq. 
Seq. 


No. 

ID 


326903 
LIB3068- 


046- 


■Ql- 


Kl- 


■Bl 


Seq. 
Seq. 


No. 

ID 


326904 
LIB3068- 


046- 


■Ql- 


■Kl- 


■B10 


Seq. 
Seq. 


No. 

ID 


326905 
LIB3068- 


■046- 


■Ql- 


■Kl- 


■Bll 


Seq. 
Seq. 


No. 

ID 


326906 
LIB3068- 


■046- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


326907 
LIB3068- 


-046- 


-Ql- 


■Kl- 


-B3 


Seq. 
Seq. 


No. 
ID 


326908 
LIB3068- 


-046- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


326909 
LIB3068- 


-046- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


326910 
LIB3068- 


-046- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


326911 
LIB3068- 


-046- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


326912 
LIB3068- 


-047- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


326913 
LIB3068- 


-047- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 
ID 


326914 
LIB3068- 


-047- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


326915 
LIB3068- 


-047- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


326916 
LIB3068- 


-047' 


-Ql- 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


326917 
LIB3068' 


-047 


-Ql- 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


326918 
LIB3068 


-047 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


326919 
LIB3068 


-047 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


326920 
LIB3068 


-047 


-Ql 


-Kl 


-Dl 


Seq. 


No. 


326921 











45624 



Seq. ID LIB3068-047-Q1-K1-D8 

Seq. No. 326922 

Seq. ID LIB3068-047-Q1-K1-E12 

Seq. No. 326923 

Seq. ID LIB3068-047-Q1-K1-E4 

Seq. No. 326924 

Seq. ID LIB3068-047-Q1-K1-E6 

Seq. No. 326925 

Seq. ID LIB3068-047-Q1-K1-E7 

Seq. No. 326926 

Seq. ID LIB3068-047-Q1-K1-F5 

Seq. No. 326927 

Seq. ID LIB3068-047-Q1-K1-G10 

Seq. No. 326928 

Seq. ID LIB3068-047-Q1-K1-G12 

Seq. No. 326929 

Seq. ID LIB3068-047-Q1-K1-G2 

Seq. No. 326930 

Seq. ID LIB3068-047-Q1-K1-G3 

Seq. No. 326931 

Seq. ID LIB3068-047-Q1-K1-G5 

Seq. No. 326932 

Seq. ID LIB3068-047-Q1-K1-G9 

Seq. No. 326933 

Seq. ID LIB3068-047-Q1-K1-H9 

Seq. No. 326934 

Seq. ID LIB3068-048-Q1-K1-A4 

Seq. No. 326935 

Seq. ID LIB3068-048-Q1-K1-A7 

Seq. No. 326936 

Seq. ID LIB3068-048-Q1-K1-B1 

Seq. No. 326937 

Seq. ID LIB3068-048-Q1-K1-B11 

Seq. No. 326938 

Seq. ID LIB3068-048-Q1-K1-B4 

Seq. No. 326939 

Seq. ID LIB3068-048-Q1-K1-C1 

Seq. No. 326940 

45 



Seq . ID LIB3068-048-Q1-K1-F10 

Sea No. 326941 

Seq. ID LIB3068-048-Q1-K1-F2 

Sea No. 326942 

Se q. id LIB3068-048-Q1-K1-F3 

Seq. No. 326943 

Se q. id LIB3068-048-Q1-K1-F5 

Sea No. 326944 

Seq] id LIB3068-048-Q1-K1-G12 

Sea No. 326945 

geq] ID LIB3068-048-Q1-K1-G3 

Sea No. 326946 

S eq. id LIB3068-048-Q1-K1-G8 

Sea No. 326947 

Se q. id LIB3068-048-Q1-K1-H2 

Sea No. 326948 

Se q. ID LIB3068-048-Q1-K1-H9 

Sea No. 326949 

Seq] ID LIB3068-049-Q1-K1-A11 

Seq. No. 326950 

Se q. ID LIB3068-049-Q1-K1-A8 

Seq. No. 326951 

Se q. id LIB3068-049-Q1-K1-B12 

Seq. No. 326952 

Seq. ID LIB3068-049-Q1-K1-B4 

Seq. No. 326953 

Seq . ID LIB3068-049-Q1-K1-B6 

Seq. No. 326954 

Se q. ID LIB3068-049-Q1-K1-B7 

Seq. No. 326955 

Se q. ID LIB3068-049-Q1-K1-B8 

Seq. No. 326956 

Seq. ID LIB3068-049-Q1-K1-C1 

Seq. No. 326957 

Se q. ID LIB3068-049-Q1-K1-C6 

Seq. No. 326958 

S e q. id LIB3068-049-Q1-K1-D1 

Seq. No. 326959 

45626 



Seq. 


ID 


Seq. 


NO . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


WO . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No . 


Seer. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


, ID 


Seq. 


, No. 



LIB3068-04 9-Q1-K1-D7 



326960 

LIB3068-04 9-Q1-K1-E11 



326961 

LIB3068-04 9-Q1-K1-E4 



326962 

LIB3068-04 9-Q1-K1-F1 



326963 

LIB3068-049-Q1-K1-F11 



326964 

LIB3068-04 9-Q1-K1-F12 



326965 

LIB3068-049-Q1-K1-F3 
326966 

LIB3068-04 9-Q1-K1-G12 
326967 

LIB30 68-04 9-Q1-K1-G4 



326968 

LIB3068-04 9-Q1-K1-G5 



326969 

LIB3068-049-Q1-K1-G7 
326970 

LIB3068-04 9-Q1-K1-G9 
326971 

LIB3068-04 9-Q1-K1-H1 



326972 

LIB3068-049-Q1-K1-H7 
326973 

LIB3068-050-Q1-K1-A12 
326974 

LIB3068-050-Q1-K1-A2 
326975 

LIB3068-050-Q1-K1-A4 
326976 

LIB3068-050-Q1-K1-A9 
326977 

LIB3068-050-Q1-K1-B3 
326978 



45 



# 



Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 



LIB3068-050-Q1-K1-B7 
326979 

LIB3068-050-Q1-K1-C1 
326980 

LIB3068-050-Q1-K1-C3 
326981 

LIB3068-050-Q1-K1-C6 
326982 

LIB3068-050-Q1-K1-D4 
326983 

LIB3068-050-Q1-K1-D7 
326984 

LIB3068-050-Q1-K1-D8 
326985 

LIB3068-050-Q1-K1-D9 
326986 

LIB3068-050-Q1-K1-E11 
326987 

LIB3068-050-Q1-K1-E6 
326988 

LIB3068-050-Q1-K1-F11 
326989 

LIB3068-050-Q1-K1-F6 
326990 

LIB3068-050-Q1-K1-F8 
326991 

LIB3068-050-Q1-K1-G12 
326992 

LIB3068-050-Q1-K1-G2 
326993 

LIB3068-050-Q1-K1-G5 
326994 

LIB3068-050-Q1-K1-G9 
326995 

LIB3068-050-Q1-K1-H1 
326996 

LIB3068-050-Q1-K1-H3 
326997 



45628 



Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID - 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 



LIB3068-051-Q1-K1-A2 
326998 

LIB3068-051-Q1-K1-A4 
326999 

LIB3068-051-Q1-K1-A7 
327000 

LIB3068-051-Q1-K1-B12 
327001 

LIB3068-051-Q1-K1-B7 
327002 

LIB3068-051-Q1-K1-C1 
327003 

LIB3068-051-Q1-K1-C10 
327004 

LIB3068-051-Q1-K1-C3 
327005 

LIB3068-051-Q1-K1-D1 
327006 

LIB3068-051-Q1-K1-D12 
327007 

LIB3068-051-Q1-K1-D4 
327008 

LIB3068-051-Q1-K1-D8 
327009 

LIB3068-051-Q1-K1-E1 
327010 

LIB3068-051-Q1-K1-F10 
327011 

LIB3068-051-Q1-K1-G11 
327012 

LIB3068-051-Q1-K1-G12 
327013 

LIB3068-051-Q1-K1-H10 



327014 

LIB3068-051-Q1-K1-H11 
327015 

LIB3068-051-Q1-K1-H3 
327016 



45629 



Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 



LIB3068-051-Q1-K1-H4 
327017 

LIB3068-051-Q1-K1-H6 
327018 

LIB3068-052-Q1-K1-A10 
327019 

LIB3068-052-Q1-K1-A5 
327020 

LIB3068-052-Q1-K1-A7 



327021 

LIB3068-052-Q1-K1-A9 
327022 

LIB3068-052-Q1-K1-B3 
327023 

LIB3068-052-Q1-K1-C5 
327024 

LIB3068-052-Q1-K1-D1 
327025 

LIB3068-052-Q1-K1-D2 
327026 

LIB3068-052-Q1-K1-D3 
327027 

LIB3068-052-Q1-K1-D6 
327028 

LIB3068-052-Q1-K1-D7 
327029 

LIB3068-052-Q1-K1-E5 
327030 

LIB3068-052-Q1-K1-E6 
327031 

LIB3068-052-Q1-K1-E7 
327032 

LIB3068-052-Q1-K1-E8 
327033 

LIB3068-052-Q1-K1-E9 
327034 

LIB3068-052-Q1-K1-F1 
327035 



45630 



Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
.Seq. ID 

Seq. No. 
Seq. ID 



LIB3068-052-Q1-K1-F12 
327036 

LIB3068-052-Q1-K1-F2 
327037 

LIB3068-052-Q1-K1-F4 
327038 

LIB3068-052-Q1-K1-G2 
327039 

LIB3068-052-Q1-K1-G4 
327040 

LIB3068-052-Q1-K1-G8 



327041 

LIB3068-052-Q1-K1-H11 
327042 

LIB3068-052-Q1-K1-H4 
327043 

LIB3068-052-Q1-K1-H6 
327044 

LIB3068-052-Q1-K1-H7 
327045 

LIB3068-052-Q1-K1-H9 
327046 

LIB3068-053-Q1-K1-A10 
327047 

LIB3068-053-Q1-K1-A3 
327048 

LIB3068-053-Q1-K1-B4 
327049 

LIB3068-053-Q1-K1-B8 
327050 

LIB3068-053-Q1-K1-C12 
327051 

LIB3068-053-Q1-K1-C2 
327052 

LIB3068-053-Q1-K1-C7 
327053 

LIB3068-053-Q1-K1-D10 



Seq. No. 



327054 



45631 



Seq. 


ID 


LIB3068- 


053- 


Ql- 


Kl- 


Dll 


Seq. 
Seq. 


No. 
ID 


327055 
LIB3068- 


053- 


Ql- 


Kl- 


D2 


Seq. 
Seq. 


No. 

ID 


327056 
LIB3068- 


053- 


Ql- 


Kl- 


D4 


Seq. 
Seq. 


No. 

ID 


327057 
LIB3068- 


■053- 


■Ql- 


■Kl- 


■El 


Seq. 
Seq. 


No. 

ID 


327058 
LIB3068- 


•053- 


•Ql- 


■Kl- 


■E10 


Seq. 
Seq. 


No. 

ID 


327059 
LIB3068- 


-053- 


-Ql- 


■Kl- 


-Ell 


Seq. 
Seq. 


No. 
ID 


327060 
LIB3068- 


-053- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


327061 
LIB3068- 


-053- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


327062 
LIB3068- 


-053- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


327063 
LIB3068- 


-053- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


327064 
LIB3068- 


-053- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


327065 
LIB3068- 


-053- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 
ID 


327066 
LIB3068- 


-053- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


327067 
LIB3068- 


-053' 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


327068 
LIB3068 


-053 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


327069 
LIB3068 


-053 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


327070 
LIB3068 


-053 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


327071 
LIB3068 


-053 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


327072 
LIB3068 


-054 


-Ql 


-Kl 


-All 


Seq. 


No. 


327073 











45632 



Seq. 


ID 


LIB3068- 


054- 


Ql- 


Kl- 


A12 


Seq. 
Seq. 


No. 

ID 


327074 
LIB3068- 


•054- 


■Ql- 


■Kl- 


■A3 


Seq. 
Seq. 


No. 
ID 


327075 
LIB3068- 


•054- 


■Ql- 


■Kl- 


■A6 


Seq. 
Seq. 


No. 

ID 


327076 
LIB3068- 


■054- 


-Ql- 


■Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


327077 
LIB3068- 


-054- 


■Ql- 


■Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


327078 
LIB3068- 


-054- 


■Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


327079 
LIB3068- 


-054- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 
ID 


327080 
LIB3068- 


-054- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


327081 
LIB3068- 


-054- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


327082 
LIB3068- 


-054- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


327083 
LIB3068- 


-054- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


327084 
LIB3068- 


-054- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


327085 
LIB3068- 


-054- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


327086 
LIB3068- 


-054- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


327087 
LIB3068 


-055 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 
ID 


327088 
LIB3068 


-055 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


327089 
LIB3068 


-055 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


327090 
LIB3068 


-055 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


327091 
LIB3068 


-055 


-Ql 


-Kl 


-Cll 


Seq. 


No. 


327092 











45633 



Seq. 


ID 


LIB3068- 


055- 


Ql- 


Kl- 


C5 


Seq. 
Seq. 


No. 
ID 


327093 
LIB3068- 


055- 


Ql- 


Kl- 


D10 


Seq. 
Seq. 


No. 
ID 


327094 
LIB3068- 


055- 


Ql- 


Kl- 


D8 


Seq. 
Seq. 


No. 

ID 


327095 
LIB3068- 


-055- 


Ql- 


Kl- 


D9 


Seq. 
Seq. 


No. 

ID 


327096 
LIB3068- 


-055- 


■Ql- 


■Kl- 


■El 


Seq. 
Seq. 


No. 

ID 


327097 
LIB3068- 


-055- 


■Ql- 


■Kl- 


■E4 


Seq. 
Seq. 


No. 

ID 


327098 
LIB3068- 


-055- 


-Ql- 


■Kl- 


-F10 


Seq. 
Seq. 


No. 
ID 


327099 
LIB3068- 


-055- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


327100 
LIB3068- 


-055- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


327101 
LIB3068- 


-055- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 
ID 


327102 
LIB3068- 


-055- 


-Ql" 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


327103 
LIB3068- 


-055- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


327104 
LIB3068 


-055- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


327105 
LIB3068 


-055 


-Ql 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


327106 
LIB3068 


-056 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


327107 
LIB3068 


-056 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


327108 
LIB3068 


-056 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


327109 
LIB3068 


-056 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


327110 
LIB3068 


-056 


-Ql 


-Kl 


-B6 


Seq. 


No. 


327111 











45634 



Seq. 


ID 


LIB3068- 


-056- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


327112 
LIB3068- 


-056- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


327113 
LIB3068- 


-056- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


327114 
LIB3068- 


-056- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


327115 
LIB3068- 


-056- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


327116 
LIB3068- 


-056- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


327117 
LIB3068- 


-056- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


327118 
LIB3068- 


-056- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


327119 
LIB3068- 


-056- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


327120 
LIB3068- 


-056- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


327121 
LIB3068 


-056- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 
ID 


327122 
LIB3068 


-057 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


327123 
LIB3068 


-057 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


327124 
LIB3068 


-057 


-Ql- 


-Kl' 


-A4 


Seq. 
Seq. 


No. 
ID 


327125 
LIB3068 


-057 


-Ql' 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


327126 
LIB3068 


-057 


-Ql 


-Kl' 


-B8 


Seq. 
Seq. 


No. 

ID 


327127 
LIB3068 


-057 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


327128 
LIB3068 


-057 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


327129 
LIB3068 


-057 


-Ql 


-Kl 


-C8 


Seq. 


No. 


327130 











45635 




Seq. 


ID 


LIB3068- 


-057- 


-Ql- 


■Kl- 


■C9 


Seq, 
Seq. 


No. 

ID 


327131 
LIB3068- 


-057- 


-Ql- 


■Kl- 


■D12 


Seq. 
Seq. 


No. 

ID 


327132 
LIB3068- 


-057- 


-Ql- 


■Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


327133 
LIB3068- 


-057- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 
ID 


327134 
LIB3068- 


-057- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


327135 
LIB3068- 


-057- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


327136 
LIB3068- 


-057- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 
ID 


327137 
LIB3068- 


-057- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


327138 
LIB3068- 


-057- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


327139 
LIB3068- 


-057- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 
ID 


327140 
LIB3068 


-057- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


327141 
LIB3068 


-057' 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


327142 
LIB3068 


-057 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 
ID 


327143 
LIB3068 


-057 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


327144 
LIB3068 


-057 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


327145 
LIB3068 


-057 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


327146 
LIB3068 


-058 


-Ql- 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


327147 
LIB3068 


-058 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


327148 
LIB3068 


-058 


-Ql 


-Kl 


-A8 


Seq. 


No. 


327149 











45636 



Seq. 


ID 


LIB3068- 


058- 


Ql- 


Kl- 


B12 


Seq. 
Seq. 


No. 

ID 


327150 
LIB3068- 


058- 


■Ql- 


Kl- 


B5 


Seq. 
Seq. 


No. 

ID 


327151 
LIB3068- 


■058- 


■Ql- 


■Kl- 


B6 


Seq. 
Seq. 


No. 
ID 


327152 
LIB3068- 


•058- 


■Ql- 


■Kl- 


•El 


Seq. 
Seq. 


No. 

ID 


327153 
LIB3068- 


■058- 


-Ql- 


■Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


327154 
LIB3068- 


■058- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


327155 
LIB3068- 


-058- 


-Ql- 


■Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


327156 
LIB3068- 


-058- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


327157 
LIB3068- 


-058- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


327158 
LIB3068- 


-058- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


327159 
LIB3068- 


-058- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


327160 
LIB3068- 


-058- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


327161 
LIB3068- 


-058- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


327162 
LIB3068- 


-058' 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


327163 
LIB3068' 


-058 


-Ql' 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


327164 
LIB3068 


-058 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


327165 
LIB3068 


-058 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


327166 
LIB3068 


-059 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


327167 
LIB3068 


-059 


-Ql 


-Kl 


-A12 


Seq. 


No. 


327168 











45637 



# 



Seq. 


ID 


LIB3068- 


059- 


Ql- 


Kl- 


Bl 


Seq. 
Seq. 


NO. 

ID 


327169 
LIB3068- 


■059- 


■Ql- 


■Kl- 


■B2 


Seq. 
Seq. 


No. 

ID 


327170 
LIB3068- 


•059- 


■Ql- 


■Kl- 


•B6 


Seq. 
Seq. 


No. 

ID 


327171 
LIB3068- 


•059- 


■Ql- 


■Kl- 


■C3 


Seq. 

Seq. 


No. 

ID 


327172 
LIB3068- 


-059- 


■Ql- 


■Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


327173 
LIB3068- 


-059- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


327174 
LIB3068- 


-059- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 
ID 


327175 
LIB3068- 


-059- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


327176 
LIB3068- 


-059- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 
ID 


327177 
LIB3068- 


-059- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


327178 
LIB3068- 


-059- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


327179 
LIB3068- 


-059- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


327180 
LIB3068- 


-059- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


327181 
LIB3068- 


-059- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


327182 
LIB3068' 


-059- 


-Ql 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


327183 
LIB3068' 


-059- 


-Ql' 


-Kl 


-G2 


Seq. 
Seq. 


No. 
ID 


327184 
LIB3068 


-059 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


327185 
LIB3068 


-059 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


327186 
LIB3068 


-059 


-Ql 


-Kl 


-Hll 


Seq. 


No. 


327187 











45638 



Seq. 


ID 


LIB3068- 


059- 


■Ql- 


Kl- 


H4 


Seq. 
Seq. 


No. 

ID 


327188 
LIB3068- 


■059- 


■Ql- 


■Kl- 


■H5 


Seq. 
Seq. 


No. 

ID 


327189 
LIB3068- 


■059- 


■Ql- 


•Kl- 


■H9 


Seq. 
Seq. 


No. 

ID 


327190 
LIB3068- 


-060- 


-Ql- 


■Kl- 


■Al 


Seq. 
Seq. 


No. 

ID 


327191 
LIB3068- 


-060- 


-Ql- 


■Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


327192 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


327193 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


327194 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


327195 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


327196 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


327197 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


327198 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


327199 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


327200 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


327201 
LIB3068 


-060 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


327202 
LIB3068 


-060 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


327203 
LIB3068 


-060 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


327204 
LIB3068 


-060 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


327205 
LIB3068 


-060 


-Ql 


-Kl 


-F9 


Seq. 


No. 


327206 











45639 



Seq. 


ID 


LIB3068- 


-060- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


327207 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


327208 
LIB3068- 


-060- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


327209 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


327210 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


327211 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


327212 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


327213 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


327214 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


327215 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 
ID 


327216 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


327217 
LIB3068 


-061- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 
ID 


327218 
LIB3068 


-061' 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 
ID 


327219 
LIB3068 


-061 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


NO. 

ID 


327220 
LIB3068 


-061' 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


327221 
LIB3068 


-061 


-Ql 


-Kl' 


-E3 


Seq. 
Seq. 


No. 

ID 


327222 
LIB3068 


-061 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


327223 
LIB3068 


-061 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


327224 
LIB3068 


-061 


-Ql 


-Kl 


-F10 


Seq. 


No. 


327225 











4564 



Seq. 


ID 


LIB3068- 


■061- 


-Ql- 


■Kl- 


■F2 


Seq. 
Seq. 


No. 

ID 


327226 
LIB3068- 


-061- 


■Ql- 


■Kl- 


■F4 


Seq. 
Seq. 


No. 

ID 


327227 
LIB3068- 


-061- 


-Ql- 


■Kl- 


■F6 


Seq. 
Seq. 


No. 

ID 


327228 
LIB3068- 


-061- 


-Ql- 


-Kl- 


•F8 


Seq. 
Seq. 


No. 

ID 


327229 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


327230 
LIB3068- 


-061- 


-Ql- 


-Kl- 


■G3 


Seq. 
Seq. 


No. 

ID 


327231 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


327232 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


327233 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


327234 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


327235 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


327236 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


327237 
LIB3068- 


-061- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


327238 
LIB3068- 


-062- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


327239 
LIB3068 


-062' 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


327240 
LIB3068 


-062 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


327241 
LIB3068 


-062 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


327242 
LIB3068 


-062 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


327243 
LIB3068 


-062 


-Ql 


-Kl- 


-C2 


Seq. 


No. 


327244 











4564 



Seq. 


ID 


LIB3068- 


062- 


Ql- 


Kl- 


C3 


Seq. 
Seq. 


No. 

ID 


327245 
LIB3068- 


062- 


Ql- 


Kl- 


C4 


Seq. 
Seq. 


No. 

ID 


327246 
LIB3068- 


062- 


■Ql- 


Kl- 


D3 


Seq. 
Seq. 


No. 

ID 


327247 
LIB3068- 


062- 


•Ql- 


■Kl- 


■D9 


Seq. 
Seq. 


No. 
ID 


327248 
LIB3068- 


■062- 


■Ql- 


■Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


327249 
LIB3068- 


•062- 


-Ql- 


■Kl- 


•E9 


Seq. 
Seq. 


No. 

ID 


327250 
LIB3068- 


-062- 


-Ql- 


■Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


327251 
LIB3068- 


-062- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


327252 
LIB3068- 


-062- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


327253 
LIB3068- 


-062- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


327254 
LIB3068- 


-062- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


327255 
LIB3068- 


-062- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


327256 
LIB3068- 


-062- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


327257 
LIB3069- 


-001- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


327258 
LIB3069- 


-001' 


-Ql- 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


327259 
LIB3069 


-001 


-Ql 


-Kl' 


-Bl 


Seq. 
Seq. 


No. 

ID 


327260 
LIB3069 


-001 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


327261 
LIB3069 


-001 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


327262 
LIB3069 


-001 


-Ql 


-Kl 


-B9 


Seq. 


No. 


327263 











45642 



Seq. 


ID 


LIB3069- 


001- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


327264 
LIB3069- 


001- 


"Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


327265 
LIB3069- 


■001- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


327266 
LIB3069- 


■001- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


327267 
LIB3069- 


•001- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


327268 
LIB3069- 


■001- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


327269 
LIB3069- 


■001- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


327270 
LIB3069- 


-001- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


327271 
LIB3069- 


-001- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


327272 
LIB3069- 


-001- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


327273 
LIB3069- 


-001- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


327274 
LIB3069- 


-001- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


327275 
LIB3069- 


-001- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 
ID 


327276 
LIB3069- 


-001- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


327277 
LIB3069- 


-002 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


327278 
LIB3069- 


-002 


-Ql' 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


327279 
LIB3069- 


-002 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


327280 
LIB3069- 


-002 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


327281 
LIB3069- 


-002 


-Ql 


-Kl 


-Cll 


Seq. 


No. 


327282 











45643 



Seq. 


ID 


LIB3069- 


002- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


327283 
LIB3069- 


002- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


327284 
LIB3069- 


002- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


327285 
LIB3069- 


002- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


327286 
LIB3069- 


002- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


327287 
LIB3069- 


•002- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


327288 
LIB3069- 


■002- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


327289 
LIB3069- 


-002- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


327290 
LIB3069- 


■002- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


327291 
LIB3069- 


■002- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


327292 
LIB3069- 


-002- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 
ID 


327293 
LIB3069- 


■002- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


327294 
LIB3069- 


-002 


-Ql' 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


327295 
LIB3069- 


■002 


-Ql' 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


327296 
LIB3069- 


-002 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


327297 
LIB3069- 


-002 


-Ql' 


-Kl' 


-G12 


Seq. 
Seq. 


No. 

ID 


327298 
LIB3069- 


-002 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


327299 
LIB3069- 


-002 


-Ql' 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


327300 
LIB3069- 


-003 


-Ql 


-Kl 


-A10 


Seq. 


No. 


327301 











4564 



Seq. 


ID 


LIB3069- 


003- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


327302 
LIB3069- 


003- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


327303 
LIB3069- 


003- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


327304 
LIB3069- 


003- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 
ID 


327305 
LIB3069- 


003- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


327306 
LIB3069- 


■003- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


327307 
LIB3069- 


■003- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 
ID 


327308 
LIB3069- 


•003- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


327309 
LIB3069- 


■003- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


327310 
LIB3069- 


■003- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


327311 
LIB3069- 


-003- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


327312 
LIB3069- 


-003- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


327313 
LIB3069- 


-003- 


-Ql' 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


327314 
LIB3069- 


■003- 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


327315 
LIB3069- 


-003- 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


327316 
LIB3069- 


-003 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


327317 
LIB3069- 


-003 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


327318 
LIB3069- 


-003 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


327319 
LIB3069- 


-003 


-Ql 


-Kl 


-E9 


Seq. 


No. 


327320 











45645 



Seq. 


ID 


LIB3069- 


003- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


327321 
LIB3069- 


003- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 
ID 


327322 
LIB3069- 


003- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


327323 
LIB3069- 


003- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


327324 
LIB3069- 


003- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


327325 
LIB3069- 


■003- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


327326 
LIB3069- 


■003- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


327327 
LIB3069- 


■003- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


327328 
LIB3069- 


•003- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


327329 
LIB3069- 


■003- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


327330 
LIB3069- 


■003 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


327331 
LIB3069- 


■003 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


327332 
LIB3069- 


-004 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


327333 
LIB3069- 


-004 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


327334 
LIB3069- 


-004 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


327335 
LIB3069- 


-004 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


327336 
LIB3069- 


-004 


-Ql- 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


327337 
LIB3069- 


-004 


-Ql 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


327338 
LIB3069- 


-004 


-Ql 


-Kl 


-B10 


Seq. 


No. 


327339 











45646 



Seq. 


ID 


LIB3069- 


004- 


-Ql- 


■Kl- 


-B2 


Seq. 
Seq. 


No. 
ID 


327340 
LIB3069- 


004- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


327341 
LIB3069- 


004- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 
ID 


327342 
LIB3069- 


004- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


327343 
LIB3069- 


■004- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


327344 
LIB3069- 


■004- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


327345 
LIB3069- 


■004- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


327346 
LIB3069- 


-004- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


NO. 

ID 


327347 
LIB3069- 


■004- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 
ID 


327348 
LIB3069- 


-004- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


327349 
LIB3069- 


-004- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


327350 
LIB3069- 


-004- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


327351 
LIB3069- 


■004- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


327352 
LIB3069- 


-004- 


-Ql' 


-Kl- 


-F2 


Seq. 
Seq. 


No. 
ID 


327353 
LIB3069- 


-004 


-Ql' 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


327354 
LIB3069- 


-004 


-Ql 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


327355 
LIB3069- 


-004 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


327356 
LIB3069- 


-005 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


327357 
LIB3069- 


-005 


-Ql 


-Kl 


-A6 


Seq. 


No. 


327358 











4564 




Seq. 


ID 


LIB3069- 


005- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 
ID 


327359 
LIB3069- 


005- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


327360 
LIB3069- 


005- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


327361 
LIB3069- 


005- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


327362 
LIB3069- 


005- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


327363 
LIB3069- 


005- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


327364 
LIB3069- 


■005- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


327365 
LIB3069- 


■005- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


327366 
LIB3069- 


•005- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


327367 
LIB3069- 


■005- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


327368 
LIB3069- 


■005- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


327369 
LIB3069- 


•005- 


-Ql- 


-Kl' 


-G7 


Seq. 
Seq. 


No. 

ID 


327370 
LIB3069- 


-005' 


-Ql' 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


327371 
LIB3069- 


-005' 


-Ql' 


-Kl' 


-Hll 


Seq. 
Seq. 


No. 
ID 


327372 
LIB3069- 


-005 


-Ql 


-Kl' 


-H9 


Seq. 
Seq. 


No. 

ID 


327373 
LIB3069- 


-006 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


327374 
LIB3069- 


-006 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


327375 
LIB3069- 


-006 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


327376 
LIB3069- 


-006 


-Ql 


-Kl 


-B10 


Seq. 


No. 


327377 











45648 



# 



Seq. 


ID 


LIB3069- 


■006- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


327378 
LIB3069- 


006- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


327379 
LIB3069- 


006- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


327380 
LIB3069- 


■006- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


327381 
LIB3069- 


006- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


327382 
LIB3069- 


•006- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


327383 
LIB3069- 


■006- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


327384 
LIB3069- 


■006 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


327385 
LIB3069- 


■006- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


327386 
LIB3069- 


•006 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


327387 
LIB3069- 


■006' 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


327388 
LIB3069- 


•006' 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


327389 
LIB3069- 


■006 


-Ql 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


327390 
LIB3069- 


■006 


-Ql 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


327391 
LIB3069- 


•006' 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


327392 
LIB3069- 


■006- 


-Ql 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


327393 
LIB3069- 


■006- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


327394 
LIB3069- 


■006- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


327395 
LIB3069- 


■006- 


-Ql- 


-Kl- 


-F7 


Seq. 


No. 


327396 











45649 



Seq. ID 



LIB3069-006-Q1-K1-G1 



Seq. 
Seq. 


No. 

ID 


327397 
LIB3069- 


006- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


327398 
LIB3069- 


006- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


327399 
LIB3069- 


006- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


327400 
LIB3069- 


006- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


327401 
LIB3069- 


006- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


327402 
LIB3069- 


007- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


327403 
LIB3069- 


■007' 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


, 327404 
LIB3069- 


■007- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


327405 
LIB3069- 


■007 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


327406 
LIB3069- 


■007 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


327407 
LIB3069- 


■007 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


327408 
LIB3069- 


■008 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


327409 
LIB3069- 


■008 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


327410 
LIB3069- 


■008 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


327411 
LIB3069- 


■008 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


NO. 

ID 


327412 
LIB3069- 


■008 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


327413 
LIB3069- 


■008 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


327414 
LIB3069- 


■008 


-Ql 


-Kl 


-B6 


Seq. 


No. 


327415 











45650 



Seq. ID 



LIB3069-008-Q1-K1-B8 



Seq. 
Seq. 


No. 
ID 


327416 
LIB3069- 


008- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


327417 
LIB3069- 


008- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


327418 
LIB3069- 


008- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


327419 
LIB3069- 


008- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


327420 
LIB3069- 


008- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


327421 
LIB3069- 


■008- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


327422 
LIB3069- 


■008- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


327423 
LIB3069- 


■008- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


327424 
LIB3069- 


•008- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


327425 
LIB3069- 


-008- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


327426 
LIB3069- 


■008- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


327427 
LIB3069- 


-008 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


327428 
LIB3069- 


-008 


-Ql' 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


327429 
LIB3069- 


-008 


-Ql 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


327430 
LIB3069- 


-009 


-Ql 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


327431 
LIB3069- 


-009 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


327432 
LIB3069- 


-009 


-Ql' 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


327433 
LIB3069- 


-009 


-Ql 


-Kl' 


-B8 


Seq. 


No. 


327434 











45651 



Seq. 


ID 


LIB3069- 


009- 


■Ql- 


■Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


327435 
LIB3069- 


009- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


327436 
LIB3069- 


009- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


327437 
LIB3069- 


009- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 
ID 


327438 
LIB3069- 


009- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 
ID 


327439 
LIB3069- 


■009- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


327440 
LIB3069- 


■009- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


327441 
LIB3069- 


■009- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


327442 
LIB3069- 


■009- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


327443 
LIB3069- 


■009- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


327444 
LIB3069- 


■009- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


327445 
LIB3069- 


-009- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


327446 
LIB3069- 


-009- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


327447 
LIB3069- 


-009- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


327448 
LIB3069- 


-009- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


327449 
LIB3069- 


-009- 


-Ql 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


327450 
LIB3069- 


-009- 


-Ql 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


327451 
LIB3069- 


■009- 


-Ql 


-Kl' 


-G8 


Seq. 
Seq. 


No. 

ID 


327452 
LIB3069- 


■009- 


-Ql 


-Kl 


-G9 


Seq. 


No. 


327453 











45652 



Seq. 


ID 


LIB3069- 


009- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


327454 
LIB3069- 


010- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


327455 
LIB3069- 


010- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


327456 
LIB3069- 


010- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


327457 
LIB3069- 


010- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


327458 
LIB3069- 


010- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


327459 
LIB3069- 


010- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


327460 
LIB3069- 


•010- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


327461 
LIB3069- 


■010- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


327462 
LIB3069- 


■010- 


-Ql- 


-Kl' 


-CI 


Seq. 
Seq. 


No. 

ID 


327463 
LIB3069- 


•010' 


-Ql' 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


327464 
LIB3069- 


■010 


-Ql' 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


327465 
LIB3069- 


•010 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


327466 
LIB3069- 


■010 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


327467 
LIB3069- 


•010 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


327468 
LIB3069- 


■010 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


327469 
LIB3069- 


■010 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


327470 
LIB3069- 


■010 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


327471 
LIB3069- 


■010 


-Ql 


-Kl 


-E8 


Seq. 


No. 


327472 











45653 



Seq. ID LIB3069-010-Q1-K1-E9 

Seq. No. 327473 

Seq. ID LIB3069-010-Q1-K1-F9 

Seq. No. 327474 

Seq. ID LIB3069-010-Q1-K1-G1 

Seq. No. 327475 

Seq. ID LIB3069-010-Q1-K1-G10 

Seq. No. 327476 

Seq. ID LIB3069-010-Q1-K1-G11 

Seq. No. 327477 

Seq. ID LIB3069-010-Q1-K1-G2 

Seq. No. 327478 

Seq. ID LIB3069-010-Q1-K1-G8 

Seq. No. 327479 

Seq. ID LIB3069-010-Q1-K1-G9 

Seq. No. 327480 

Seq. ID LIB3069-010-Q1-K1-H1 

Seq. No. 327481 

Seq. ID LIB3069-010-Q1-K1-H10 

Seq. No. 327482 

Seq. ID LIB3069-010-Q1-K1-H5 

Seq. No. 327483 

Seq. ID LIB3069-010-Q1-K1-H6 

Seq. No. 327484 

Seq. ID LIB3069-010-Q1-K1-H8 

Seq. No. 327485 

Seq. ID LIB3069-011-Q1-K1-A11 

Seq. No. 327486 

Seq. ID LIB3069-011-Q1-K1-A12 

Seq. No. 327487 

Seq. ID LIB3069-011-Q1-K1-A5 

Seq. No. 327488 

Seq. ID LIB3069-011-Q1-K1-A6 

Seq. No. 327489 

Seq. ID LIB3069-011-Q1-K1-A9 

Seq. No. 327490 

Seq. ID LIB3069-011-Q1-K1-B1 

Seq. No. 327491 

45654 



Seq. 


ID 


LIB3069- 


-011 


-Ql 


-Kl 


-BIO 


Seq. 
Seq. 


No. 

ID 


327492 
LIB3069- 


■011 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


327493 
LIB3069- 


■011 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


327494 
LIB3069- 


■011 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


327495 
LIB3069- 


■011 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


327496 
LIB3069- 


■011 


-Ql 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


327497 
LIB3069- 


■011 


-Ql 


-Kl- 


-B7 


Seq. 
Seq. 


No. 
ID 


327498 
LIB3069- 


■011 


-Ql 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


327499 
LIB3069- 


■011- 


-Ql- 


-Kl- 


-CIO 


Seq. 
Seq. 


No. 

ID 


327500 
LIB3069- 


■011- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


327501 
LIB3069- 


■011- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


327502 
LIB3069- 


•Oil- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


327503 
LIB3069- 


■011- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


327504 
LIB3069- 


■011- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


327505 
LIB3069- 


■011- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


327506 
LIB3069- 


011- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


327507 
LIB3069- 


011- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


327508 
LIB3069- 


011- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


327509 
LIB3069- 


Oil- 


-Ql- 


-Kl- 


-E10 


Seq. 


No. 


327510 











45655 



Seq. ID 



LIB3069-011-Q1-K1-E11 



Seq. 
Seq. 


No . 

ID 


327511 
LIB3069- 


Oil 


-Ql 


-Kl- 


-E12 


Seq. 
Seq. 


No . 

ID 


327512 
LIB3069- 


■Oil 


-Ql 


-Kl- 


-E3 


Seq. 
Seq. 


No . 

ID 


327513 
LIB3069- 


■Oil 


-Ql 


-Kl- 


-E4 


Seq. 
Seq. 


No . 

ID 


327514 
LIB3069- 


Oil 


-Ql 


-Kl- 


-E9 


Seq. 
Seq. 


No . 

ID 


327515 
LIB3069- 


■Oil 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No . 

ID 


327516 
LIB3069- 


■Oil 


-Ql 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


327517 
LIB3069- 


■Oil 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


327518 
LIB3069- 


Oil 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


327519 
LIB3069- 


■Oil 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


•~i ^ --J r— /-\ 
327520 

LIB3069- 


■Oil 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


327521 
LIB3069- 


Oil 


-Ql 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


327522 
LIB3069- 


Oil 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


327523 
LIB3069- 


■Oil- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


327524 
LIB3069- 


Oil 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No . 

ID 


327525 
LIB3069- 


Oil- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


327526 
LIB3069- 


OIL 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


327527 
LIB3069- 


Oil- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


327528 
LIB3069- 


Oil- 


-Ql- 


-Kl- 


-Hll 


Seq. 


No. 


327529 











45656 



Seq. 


ID 


LIB3069- 


011- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


327530 
LIB3069- 


011- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


327531 
LIB3069- 


011- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


327532 
LIB3069- 


011- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


327533 
LIB3069- 


012- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


327534 
LIB3069- 


012- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


327535 
LIB3069- 


012- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


327536 
LIB3069- 


■012- 


-Ql- 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


327537 
LIB3069- 


•012- 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


327538 
LIB3069- 


■012 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


327539 
LIB3069- 


-012 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


327540 
LIB3069- 


-012 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


327541 
LIB3069- 


-012 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 
ID 


327542 
LIB3069- 


-012 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


327543 
LIB3069- 


-012 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


327544 
LIB3069- 


-012 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


327545 
LIB3069- 


-012 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


327546 
LIB3069- 


-012 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


327547 
LIB3069- 


-012 


-Ql 


-Kl 


-E12 


Seq. 


No. 


327548 











45657 



Seq. 


ID 


LIB3069- 


012- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


327549 
LIB3069- 


012- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 
ID 


327550 
LIB3069- 


012- 


-Ql- 


■Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


327551 
LIB3069- 


■012- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 
ID 


327552 
LIB3069- 


■012- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


327553 
LIB3069- 


■012- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


327554 
LIB3069- 


■012- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


327555 
LIB3069- 


■012- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 
ID 


327556 
LIB3069- 


-012- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


327557 
LIB3069- 


-012- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 
ID 


327558 
LIB3069- 


-012- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


327559 
LIB3069- 


-012- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


327560 
LIB3069- 


■013- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 
ID 


327561 
LIB3069- 


-013- 


-Ql' 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


327562 
LIB3069- 


-013- 


-Ql 


-Kl' 


-A2 


Seq. 
Seq. 


No. 

ID 


327563 
LIB3069- 


-013' 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


327564 
LIB3069- 


-013 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


327565 
LIB3069- 


-013 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


327566 
LIB3069- 


-013 


-Ql 


-Kl 


-A6 


Seq. 


No. 


327567 











45658 



Seq. 


ID 


LIB3069- 


013- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


327568 
LIB3069- 


013- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


327569 
LIB3069- 


013- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


327570 
LIB3069- 


013- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


327571 
LIB3069- 


■013- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


327572 
LIB3069- 


■013- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


327573 
LIB3069- 


■013- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 
ID 


327574 
LIB3069- 


■013- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


327575 
LIB3069- 


■013- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 
ID 


327576 
LIB3069- 


■013- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


327577 
LIB3069- 


■013- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


327578 
LIB3069- 


■013- 


-Ql- 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


327579 
LIB3069- 


-013' 


-Ql- 


-Kl 


-C4 


Seq. 
Seq. 


No. 
ID 


327580 
LIB3069- 


-013 


-Ql- 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


327581 
LIB3069- 


-013 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


327582 
LIB3069- 


-013 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


327583 
LIB3069- 


-013 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


327584 
LIB3069- 


-013 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


327585 
LIB3069- 


-013 


-Ql 


-Kl 


-D3 


Seq. 


No. 


327586 











4565 



€> 



Seq. ID LIB3069-013-Q1-K1-D4 

Seq. No. 327587 

Seq. ID LIB3069-013-Q1-K1-D5 

Seq. No. 327588 

Seq. ID LIB3069-013-Q1-K1-D6 

Seq. No. 327589 

Seq. ID LIB3069-013-Q1-K1-D8 

Seq. No. 327590 

Seq. ID LIB3069-013-Q1-K1-E1 

Seq. No. 327591 

Seq. ID LIB3069-013-Q1-K1-E11 

Seq. No. 327592 

Seq. ID LIB3069-013-Q1-K1-E2 

Seq. No. 327593 

Seq. ID LIB3069-013-Q1-K1-E3 

Seq. No. 327594 

Seq. ID LIB3069-013-Q1-K1-E4 

Seq. No. 327595 

Seq. ID LIB3069-013-Q1-K1-E5 

Seq. No. 327596 

Seq. ID LIB3069-013-Q1-K1-E6 

Seq. No. 327597 

Seq. ID LIB3069-013-Q1-K1-E8 

Seq. No. 327598 

Seq. ID LIB3069-013-Q1-K1-F1 

Seq. No. 327599 

Seq. ID LIB3069-013-Q1-K1-F2 

Seq. No. 327600 

Seq. ID LIB3069-013-Q1-K1-F3 

Seq. No. 327601 

Seq. ID LIB3069-013-Q1-K1-F4 

Seq. No. 327602 

Seq. ID LIB3069-013-Q1-K1-F5 

Seq. No. 327603 

Seq. ID LIB3069-013-Q1-K1-F6 

Seq. No. 327604 

Seq. ID LIB3069-013-Q1-K1-F7 

Seq. No. 327605 

45660 



Seq. 


ID 


LIB3069- 


■013- 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 
ID 


327606 
LIB3069- 


■013- 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


327607 
LIB3069- 


013- 


-Ql 


-Kl- 


-G12 


Seq. 
Seq. 


No. 
ID 


327608 
LIB3069- 


013- 


-Ql 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


327609 
LIB3069- 


■013- 


-Ql 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


327610 
LIB3069- 


■013- 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


327611 
LIB3069- 


■013- 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


327612 
LIB3069- 


■013- 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 
ID 


327613 
LIB3069- 


■013- 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 
ID 


327614 
LIB3069- 


■013- 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


327615 
LIB3069- 


■013- 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 
ID 


327616 
LIB3069- 


■013- 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


327617 
LIB3069- 


•013' 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


327618 
LIB3069- 


■013- 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 
ID 


327619 
LIB3069- 


■013- 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


327620 
LIB3069- 


•013' 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 
ID 


327621 
LIB3069- 


■013- 


-Ql 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


327622 
LIB3069- 


■013- 


-Ql 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


327623 
LIB3069- 


■014- 


-Ql 


-Kl- 


-A10 


Seq. 


No. 


327624 











45661 



Seq. 


ID 


LIB3069- 


014 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


327625 
LIB3069- 


014 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


327626 
LIB3069- 


014 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


327627 
LIB3069- 


014 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


327628 
LIB3069- 


014 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


327629 
LIB3069- 


014 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


327630 
LIB3069- 


014 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


327631 
LIB3069- 


014 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


327632 
LIB3069- 


014 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 
ID 


327633 
LIB3069- 


014 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


327634 
LIB3069- 


014 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 
ID 


327635 
LIB3069- 


014 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


327636 
LIB3069- 


014 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 
ID 


327637 
LIB3069- 


014 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


327638 
LIB3069- 


015 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


327639 
LIB3069- 


015 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


327640 
LIB3069- 


015 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


327641 
LIB3069- 


015 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


327642 
LIB3069- 


015 


-Ql 


-Kl 


-C8 


Seq. 


No. 


327643 











45662 



Seq. 


ID 


LIB3069- 


015- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


327644 
LIB3069- 


015- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


327645 
LIB3069- 


015- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


327646 
LIB3069- 


015- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


327647 
LIB3069- 


■015- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


327648 
LIB3069- 


■015- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 
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015- 
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015- 
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016- 
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■016- 
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Seq. 
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Seq. 
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327672 
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■016 
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Seq. 
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Seq. 
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327676 
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Seq. 
Seq. 


No. 

ID 
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-B9 


Seq. 
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Seq. 


No. 

ID 
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Seq. 
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Seq. 
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Seq. 
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Seq. 
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018- 


-Ql- 
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Seq. 
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Seq. 
Seq. 
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LIB3069- 


■019 


-Ql 


-Kl- 


-A12 


Seq. 
Seq. 
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ID 
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■019 
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-Kl 
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Seq. 
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ID 
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Seq. 
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Seq. 
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■019- 
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Seq. 
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ID 
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■019- 
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Seq. 
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■019- 
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■019- 
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Seq. 
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■019- 
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Seq. 
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019- 
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019- 
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Seq. 


No. 

ID 


328188 
LIB3069- 


•033- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


328189 
LIB3069- 


■033- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


328190 
LIB3069- 


033- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


328191 
LIB3069- 


033- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


328192 
LIB3069- 


033- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


328193 
LIB3069- 


033- 


-Ql- 


-Kl- 


-E8 


Seq. 


No. 


328194 











45691 



Seq. 


ID 


LIB3069- 


-034 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


328195 
LIB3069- 


-034 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


328196 
LIB3069- 


-034 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


328197 
LIB3069- 


-034 


-Ql 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


328198 
LIB3069- 


-034 


-Ql 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 
ID 


328199 
LIB3069- 


-034 


-Ql 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


328200 
LIB3069- 


-034 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


328201 
LIB3069- 


-034 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


328202 
LIB3069- 


-034 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


328203 
LIB3069- 


-034- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


328204 
LIB3069- 


-034- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


328205 
LIB3069- 


-034- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


328206 
LIB3069- 


-034- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


328207 
LIB3069- 


•034- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


328208 
LIB3069- 


■034- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


328209 
LIB3069- 


-034- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


328210 
LIB3069- 


•034- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


328211 
LIB3069- 


034- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


328212 
LIB3069- 


034- 


-Ql- 


-Kl- 


-H6 


Seq. 


No. 


328213 











45692 



Seq. 


ID 


LIB3069- 


034- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


328214 
LIB3069- 


035- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


328215 
LIB3069- 


035- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


328216 
LIB3069- 


035- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


328217 
LIB3069- 


035- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


328218 
LIB3069- 


035- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 
ID 


328219 
LIB3069- 


035- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


328220 
LIB3069- 


035 


-Ql- 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


328221 
LIB3069- 


035 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


328222 
LIB3069- 


■035 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


328223 
LIB3069- 


-035 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


328224 
LIB3069- 


-035 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


328225 
LIB3069- 


-035 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


328226 
LIB3069- 


-035 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


328227 
LIB3069- 


-035 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


328228 
LIB3069- 


-035 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


328229 
LIB3069- 


-035 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


328230 
LIB3069- 


-035 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


328231 
LIB3069- 


-035 


-Ql 


-Kl 


-Gil 


Seq. 


No. 


328232 











45693 



Seq. 


ID 


LIB3069- 


-035 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 
ID 


328233 
LIB3069- 


-035 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


328234 
LIB3069- 


-035 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


328235 
LIB3069- 


-035 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


328236 
LIB3069- 


-035 


-Ql' 


-Kl' 


-G8 


Seq. 
Seq. 


No. 

ID 


328237 
LIB3069- 


-035' 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


328238 
LIB3069- 


■035- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 
ID 


328239 
LIB3069- 


-035- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


328240 
LIB3069- 


■036- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


328241 
LIB3069- 


-036- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


328242 
LIB3069- 


■036- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


328243 
LIB3069- 


■036- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


328244 
LIB3069- 


•036- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


328245 
LIB3069- 


•036- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


328246 
LIB3069- 


■036- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


328247 
LIB3069- 


036- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


328248 
LIB3069- 


036- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


328249 
LIB3069- 


036- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


328250 
LIB3069- 


036- 


-Ql- 


■Kl- 


-F10 


Seq. 


No. 


328251 











45694 



Seq. 


ID 


LIB3069- 


036- 


-Ql- 


-Kl- 


F12 


Seq. 
Seq. 


No. 

ID 


328252 
LIB3069- 


036- 


-Ql- 


-Kl- 


F3 


Seq. 
Seq. 


No. 

ID 


328253 
LIB3069- 


036- 


-Ql- 


-Kl- 


■F5 


Seq. 
Seq. 


No. 

ID 


328254 
LIB3069- 


036- 


-Ql- 


-Kl- 


■F7 


Seq. 
Seq. 


No. 

ID 


328255 
LIB3069- 


036- 


-Ql- 


-Kl- 


■G12 


Seq. 
Seq. 


No. 
ID 


328256 
LIB3069- 


■036- 


-Ql- 


-Kl- 


■G5 


Seq. 
Seq. 


No. 

ID 


328257 
LIB3069- 


■036- 


-Ql- 


-Kl- 


■G6 


Seq. 
Seq. 


No. 

ID 


328258 
LIB3069- 


■036- 


-Ql- 


-Kl- 


■G7 


Seq. 
Seq. 


No. 

ID 


328259 
LIB3069- 


■036- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


328260 
LIB3069- 


■036- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


328261 
LIB3069- 


■037' 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


328262 
LIB3069- 


-037 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


328263 
LIB3069- 


-037 


-Ql' 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


328264 
LIB3069- 


-037 


-Ql 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


328265 
LIB3069- 


-037 


-Ql 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


328266 
LIB3069- 


-037 


-Ql 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


328267 
LIB3069- 


-037 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


328268 
LIB3069- 


-037 


-Ql 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


328269 
LIB3069- 


-037 


-Ql 


-Kl- 


-D10 


Seq. 


No. 


328270 











45695 



Seq. 


ID 


LIB3069- 


037- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


328271 
LIB3069- 


037- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


328272 
LIB3069- 


037- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


328273 
LIB3069- 


037- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


328274 
LIB3069- 


037- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 
ID 


328275 
LIB3069- 


•037- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


328276 
LIB3069- 


■037- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


328277 
LIB3069- 


■037- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


328278 
LIB3069- 


■037- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


328279 
LIB3069- 


•037' 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 
ID 


328280 
LIB3069- 


-037 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


328281 
LIB3069- 


-037 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


328282 
LIB3069- 


-037 


-Ql' 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


328283 
LIB3069- 


-037 


-Ql 


-Kl' 


-G7 


Seq. 
Seq. 


No. 
ID 


328284 
LIB3069- 


-037 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


328285 
LIB3069- 


-037 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


328286 
LIB3069- 


-037 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


328287 
LIB3069- 


-037 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 
ID 


328288 
LIB3069- 


-038 


-Ql 


-Kl 


-Al 


Seq. 


No. 


328289 











45696 



Seq. ID LIB3069-038-Q1-K1-A7 

Seq. No. 328290 

Seq. ID LIB3069-038-Q1-K1-A9 

Seq. No. 328291 

Seq. ID LIB3069-038-Q1-K1-B11 

Seq. No. 328292 

Seq. ID LIB3069-038-Q1-K1-B3 

Seq. No. 328293 

Seq. ID LIB3069-038-Q1-K1-B4 

Seq. No. 328294 

Seq. ID LIB3069-038-Q1-K1-B6 

Seq. No. 328295 

Seq. ID LIB3069-038-Q1-K1-B9 

Seq. No. 328296 

Seq. ID LIB3069-038-Q1-K1-C11 

Seq. No. 328297 

Seq. ID LIB3069-038-Q1-K1-C7 

Seq. No. 328298 

Seq. ID LIB3069-038-Q1-K1-D11 

Seq. No. 328299 

Seq. ID LIB3069-038-Q1-K1-D8 

Seq. No. 328300 

Seq. ID LIB3069-038-Q1-K1-E5 

Seq. No. 328301 

Seq. ID LIB3069-038-Q1-K1-E9 

Seq. No. 328302 

Seq. ID LIB3069-038-Q1-K1-F2 

Seq. No. 328303 

Seq. ID LIB3069-038-Q1-K1-F6 

Seq. No. 328304 

Seq. ID LIB3069-038-Q1-K1-G11 

Seq. No. 328305 

Seq. ID LIB3069-038-Q1-K1-G12 

Seq. No. 328306 

Seq. ID LIB3069-038-Q1-K1-G2 

Seq. No. 328307 

Seq. ID LIB3069-038-Q1-K1-G9 

Seq. No. 328308 



45697 



Seq. 


ID 


LIB3069- 


-039 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


328309 
LIB3069- 


■039 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


328310 
LIB3069- 


•039 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


328311 
LIB3069- 


■039 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


328312 
LIB3069- 


■039 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


328313 
LIB3069- 


■039 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


328314 
LIB3069- 


■039 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


328315 
LIB3069- 


■039 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


328316 
LIB3069- 


■039 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


328317 
LIB3069- 


•039' 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


328318 
LIB3069- 


■039- 


-Ql 


-Kl' 


-D3 


Seq. 
Seq. 


No. 

ID 


328319 
LIB3069- 


•039' 


-Ql' 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


328320 
LIB3069- 


■039- 


-Ql' 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


328321 
LIB3069- 


•039- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


328322 
LIB3069- 


039- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


328323 
LIB3069- 


039- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


328324 
LIB3069- 


039- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


328325 
LIB3069- 


039- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


328326 
LIB3069- 


039- 


-Ql- 


-Kl- 


-Gil 


Seq. 


No. 


328327 











45698 



Seq. 


ID 


LIB3069- 


039- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


328328 
LIB3069- 


039- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


328329 
LIB3069- 


039- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


328330 
LIB3069- 


039- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


328331 
LIB3069- 


039- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


328332 
LIB3069- 


■039- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


328333 
LIB3069- 


•040- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 
ID 


328334 
LIB3069- 


•040- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


328335 
LIB3069- 


■040- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


328336 
LIB3069- 


■040- 


-Ql 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


328337 
LIB3069- 


■040- 


-Ql 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


328338 
LIB3069- 


■040' 


-Ql 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


328339 
LIB3069- 


■040- 


-Ql- 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


328340 
LIB3069- 


■040- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


328341 
LIB3069- 


■040- 


-Ql' 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


328342 
LIB3069- 


-040- 


-Ql- 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


328343 
LIB3069- 


■040- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


328344 
LIB3069- 


■040- 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


328345 
LIB3069- 


■040- 


-Ql- 


-Kl 


-E10 


Seq. 


No. 


328346 











45699 



Seq. 


ID 


LIB3069- 


040- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


328347 
LIB3069- 


040- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


328348 
LIB3069- 


040- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


328349 
LIB3069- 


040- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 
ID 


328350 
LIB3069- 


040- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


328351 
LIB3069- 


■041- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


328352 
LIB3069- 


■041- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


328353 
LIB3069- 


■041' 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


328354 
LIB3069- 


•041' 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


328355 
LIB3069- 


■041 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


328356 
LIB3069- 


■041' 


-Ql' 


-Kl' 


-A8 


Seq. 
Seq. 


No. 

ID 


328357 
LIB3069- 


■041 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


328358 
LIB3069- 


■041' 


-Ql' 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


328359 
LIB3069- 


•041 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


328360 
LIB3069- 


■041 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


328361 
LIB3069- 


•041 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


328362 
LIB3069- 


•041 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


328363 
LIB3069- 


•041 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


NO. 

ID 


328364 
LIB3069- 


■041 


-Ql 


-Kl 


-C8 


Seq. 


No. 


328365 











457 



Seq. 


ID 


LIB3069- 


041- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


328366 
LIB3069- 


041- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


328367 
LIB3069- 


041- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


328368 
LIB3069- 


■041- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


328369 
LIB3069- 


041- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


328370 
LIB3069- 


041- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 
ID 


328371 
LIB3069- 


041' 


-Ql' 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


328372 
LIB3069- 


041' 


-Ql' 


-Kl' 


-E8 


Seq. 
Seq. 


No. 

ID 


328373 
LIB3069- 


■041 


-Ql' 


-Kl' 


-F10 


Seq. 
Seq. 


No. 

ID 


328374 
LIB3069- 


■041' 


-Ql' 


-Kl' 


-F12 


Seq. 
Seq. 


No. 

ID 


328375 
LIB3069- 


■041 


-Ql' 


-Kl' 


-F3 


Seq. 
Seq. 


No. 

ID 


328376 
LIB3069- 


•041 


-Ql 


-Kl' 


-G10 


Seq. 
Seq. 


No. 

ID 


328377 
LIB3069- 


■041 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


328378 
LIB3069- 


-041 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


328379 
LIB3069- 


-041 


-Ql 


-Kl' 


-G5 


Seq. 
Seq. 


No. 

ID 


328380 
LIB3069- 


■041 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 
ID 


328381 
LIB3069- 


■041 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


328382 
LIB3069- 


-041 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


328383 
LIB3069- 


•042 


-Ql 


-Kl 


-Al 


Seq. 


No. 


328384 
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Seq. 


ID 


LIB3069- 


-042 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


328385 
LIB3069- 


-042 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


328386 
LIB3069- 


-042 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


328387 
LIB3069- 


-042 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


328388 
LIB3069- 


-042 


-Ql 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


328389 
LIB3069- 


-042 


-Ql' 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


328390 
LIB3069- 


-042- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


328391 
LIB3069- 


■042- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


328392 
LIB3069- 


-042- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


328393 
LIB3069- 


-042- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


328394 
LIB3069- 


-042- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 
ID 


328395 
LIB3069- 


-042- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


328396 
LIB3069- 


■042- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


328397 
LIB3069- 


■042- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


328398 
LIB3069- 


■042- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


328399 
LIB3069- 


■042- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


328400 
LIB3069- 


042- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


328401 
LIB3069- 


042- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


328402 
LIB3069- 


042- 


-Ql- 


-Kl- 


-E9 


Seq. 


No. 


328403 











45702 



Seq. 


ID 


LIB3069- 


■042' 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


328404 
LIB3069- 


■042' 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


328405 
LIB3069- 


042' 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


328406 
LIB3069- 


042' 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


328407 
LIB3069- 


■043- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


328408 
LIB3069- 


043' 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


328409 
LIB3069- 


■043- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


328410 
LIB3069- 


■043' 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 
ID 


328411 
LIB3069- 


■043' 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 
ID 


328412 
LIB3069- 


043' 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 
ID 


328413 
LIB3069- 


•043' 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


328414 
LIB3069- 


•043- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


328415 
LIB3069- 


■043- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


328416 
LIB3069- 


■043' 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


328417 
LIB3069- 


•043' 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


328418 
LIB3069- 


■043' 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq, 


No. 

ID 


328419 
LIB3069- 


■043' 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


328420 
LIB3069- 


■043' 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


328421 
LIB3069- 


■043' 


-Ql- 


-Kl- 


-F8 


Seq. 


No. 


328422 











45703 



Seq. 


ID 


LIB3069- 


043' 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


328423 
LIB3069- 


043' 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


328424 
LIB3069- 


043' 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


328425 
LIB3069- 


044' 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 
ID 


328426 
LIB3069- 


■044' 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


328427 
LIB3069- 


■044' 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


328428 
LIB3069- 


•044 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


328429 
LIB3069- 


•044 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No* 

ID 


32&430 
LIB3069- 


■044 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


328431 
LIB3069- 


•044 


-Ql 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


328432 
LIB3069- 


•044 


-Ql 


-Kl- 


-B2 


Seq. 
Seq. 


No. 
ID 


328433 
LIB3069- 


■044 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


328434 
LIB3069- 


■044 


-Ql 


-Kl' 


-C10 


Seq. 
Seq. 


No. 
ID 


328435 
LIB3069- 


■044 


-Ql 


-Kl' 


-C4 


Seq. 
Seq. 


No. 

ID 


328436 
LIB3069- 


■044 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


328437 
LIB3069- 


■044 


-Ql 


-Kl' 


-C8 


Seq. 
Seq. 


No. 

ID 


328438 
LIB3069- 


■044 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


328439 
LIB3069- 


■044 


-Ql 


-Kl' 


-D5 


Seq. 
Seq. 


No. 

ID 


328440 
LIB3069- 


■044 


-Ql 


-Kl 


-D7 


Seq. 


No. 


328441 
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Seq. 


ID 


LIB3069- 


-044 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


328442 
LIB3069- 


-044 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


328443 
LIB3069- 


-044 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


328444 
LIB3069- 


-044 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


328445 
LIB3069- 


-044 


-Ql 


-Kl' 


-E9 


Seq. 
Seq. 


No. 

ID 


328446 
LIB3069- 


-044 


-Ql 


-Kl' 


-Fl 


Seq. 
Seq. 


No. 

ID 


328447 
LIB3069- 


■044 


-QL 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


328448 
LIB3069- 


-044 


-Ql' 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


328449 
LIB3069- 


■044 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


328450 
LIB3069- 


•044 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


328451 
LIB3069- 


■044 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


328452 
LIB3069- 


■044 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


328453 
LIB3069- 


•044 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 
ID 


328454 
LIB3069- 


■044' 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


328455 
LIB3069- 


045- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


328456 
LIB3069- 


045- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


328457 
LIB3069- 


045- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


328458 
LIB3069- 


045- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


328459 
LIB3069- 


045- 


-Ql- 


-Kl- 


-B10 


Seq. 


No. 


328460 











45705 



Seq. 


ID 


LIB3069- 


-045 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


328461 
LIB3069- 


-045 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


328462 
LIB3069- 


-045' 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


328463 
LIB3069- 


-045- 


-Ql' 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


328464 
LIB3069- 


-045- 


-Ql' 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


328465 
LIB3069- 


-045- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


328466 
LIB3069- 


-045- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


328467 
LIB3069- 


-045- 


-Ql- 


-Kl- 


-G10 


Seq, 
Seq. 


No. 

ID 


328468 
LIB3069- 


-045- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 
ID 


328469 
LIB3069- 


-045- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


328470 
LIB3069- 


-045- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 
ID 


328471 
LIB3069- 


-045- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


328472 
LIB3069- 


-046- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


328473 
LIB3069- 


-046- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


328474 
LIB3069- 


-046- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


328475 
LIB3069- 


■046- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


328476 
LIB3069- 


■046- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


328477 
LIB3069- 


■046- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


328478 
LIB3069- 


046- 


-Ql- 


-Kl- 


-B5 


Seq. 


No. 


328479 











45706 




Seq. 


ID 


LIB3069- 


046 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


328480 
LIB3069- 


046 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 
ID 


328481 
LIB3069- 


046 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


328482 
LIB3069- 


046 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


328483 
LIB3069- 


046 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


328484 
LIB3069- 


046 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


328485 
LIB3069- 


046 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


328486 
LIB3069- 


046 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


328487 
LIB3069- 


046 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


328488 
LIB3069- 


046 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


328489 
LIB3069- 


046 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 
ID 


328490 
LIB3069- 


046 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


328491 
LIB3069- 


046 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


328492 
LIB3069- 


047 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


328493 
LIB3069- 


047 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


328494 
LIB3069- 


047 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


328495 
LIB3069- 


047 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


328496 
LIB3069- 


047 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


328497 
LIB3069- 


047 


-Ql 


-Kl 


-B7 


Seq. 


No. 


328498 











45707 



Seq. 


ID 


LIB3069- 


047 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


328499 
LIB3069- 


047' 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


328500 
LIB3069- 


047' 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


328501 
LIB3069- 


047' 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


328502 
LIB3069- 


■047' 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


328503 
LIB3069- 


047 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


328504 
LIB3069- 


•047 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


328505 
LIB3069- 


■047 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


328506 
LIB3069- 


■047 


-Ql 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


328507 
LIB3069- 


•047 


-Ql 


-Kl' 


-Hll 


Seq. 
Seq. 


No. 
ID 


328508 
LIB3069- 


■047 


-Ql 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


328509 
LIB3069- 


•047 


-Ql 


-Kl' 


-H3 


Seq. 
Seq. 


No. 

ID 


328510 
LIB3069- 


•047 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


328511 
LIB3069- 


■047 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


328512 
LIB3069- 


■047 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


328513 
LIB3069- 


■048 


-Ql 


-Kl' 


-All 


Seq. 
Seq. 


No. 
ID 


328514 
LIB3069- 


■048 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


328515 
LIB3069- 


•048 


-Ql' 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


328516 
LIB3069- 


■048 


-Ql 


-Kl- 


-A6 


Seq. 


No. 


328517 











45708 



Seq. 


ID 


LIB3069- 


048 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


328518 
LIB3069- 


048 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


328519 
LIB3069- 


048 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


328520 
LIB3069- 


048 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


328521 
LIB3069- 


048 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


328522 
LIB3069- 


048 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


328523 
LIB3069- 


048 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


328524 
LIB3069- 


048 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


328525 
LIB3069- 


048 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


328526 
LIB3069- 


048 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


328527 
LIB3069- 


048 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


328528 
LIB3069- 


•048 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


328529 
LIB3069- 


■048 


-Ql- 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


328530 
LIB3069- 


■048 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


328531 
LIB3069- 


•048 


-Ql- 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


328532 
LIB3069- 


•048 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


328533 
LIB3069- 


■048 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


328534 
LIB3069- 


■048 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 
ID 


328535 
LIB3069- 


■048 


-Ql- 


-Kl 


-F2 


Seq. 


No. 


328536 
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Seq. ID LIB3069-048-Q1-K1-F3 

Seq. No. 328537 

Seq. ID LIB3069-048-Q1-K1-F4 

Seq. No. 328538 

Seq. ID LIB3069-048-Q1-K1-F9 

Seq. No. 328539 

Seq. ID LIB3069-048-Q1-K1-G11 

Seq. No. 328540 

Seq. ID LIB3069-048-Q1-K1-G4 

Seq. No. 328541 

Seq. ID LIB3069-048-Q1-K1-G9 

Seq. No. 328542 

Seq. ID LIB3069-048-Q1-K1-H3 

Seq. No. 328543 

Seq. ID LIB3069-048-Q1-K1-H4 

Seq. No. 328544 

Seq. ID LIB3069-048-Q1-K1-H6 

Seq. No. 328545 

Seq. ID LIB3069-048-Q1-K1-H7 

Seq. No. 328546 

Seq. ID LIB3069-048-Q1-K1-H9 

Seq. No. 328547 

Seq. ID LIB3069-04 9-Q1-K1-A2 

Seq. No. 328548 

Seq. ID LIB3069-049-Q1-K1-A4 

Seq. No. 328549 

Seq. ID LIB3069-049-Q1-K1-B10 

Seq. No. 328550 

Seq. ID LIB3069-049-Q1-K1-B11 

Seq. No. 328551 

Seq. ID LIB3069-049-Q1-K1-B4 

Seq. No. 328552 

Seq. ID LIB3069-049-Q1-K1-C12 

Seq. No. 328553 

Seq. ID LIB3069-049-Q1-K1-C3 
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-Ql- 


-Nl 


-CI 


Seq. 
Seq. 


No. 

ID 


328729 
LIB3070 


-001' 


-Ql 


-Nl 


-C4 


Seq. 
Seq. 


No. 

ID 


328730 
LIB3070 


-001' 


-Ql- 


-Nl 


-C6 


Seq. 
Seq. 


No. 

ID 


328731 
LIB3070 


-001' 


-Ql 


-Nl 


-C8 


Seq. 
Seq. 


No. 

ID 


328732 
LIB3070 


-001' 


-Ql- 


-Nl 


-C9 


Seq. 
Seq. 


No. 
ID 


328733 
LIB3070 


-001' 


-Ql 


-Nl 


-D10 


Seq. 
Seq. 


No. 
ID 


328734 
LIB3070 


-001' 


-Ql 


-Nl 


-D12 


Seq. 
Seq. 


No. 
ID 


328735 
LIB3070 


-001' 


-Ql- 


-Nl 


-D3 


Seq. 
Seq. 


No. 

ID 


328736 
LIB3070 


-001' 


-Ql 


-Nl 


-D4 


Seq. 
Seq. 


No. 

ID 


328737 
LIB3070 


-001' 


-Ql- 


-Nl 


-D8 


Seq. 
Seq. 


No. 

ID 


328738 
LIB3070 


-001' 


-Ql- 


-Nl 


-E10 


Seq. 
Seq. 


No. 

ID 


328739 
LIB3070 


-001- 


-Ql- 


-Nl 


-E12 


Seq. 
Seq. 


No. 
ID 


328740 
LIB3070 


-001- 


-Ql 


-Nl- 


-E2 


Seq. 
Seq. 


No. 

ID 


328741 
LIB3070 


-001- 


-Ql- 


-Nl- 


-E3 


Seq. 
Seq. 


No. 

ID 


328742 
LIB3070' 


-001- 


-Ql- 


-Nl' 


-E5 


Seq. 
Seq. 


No. 

ID 


328743 
LIB3070' 


-001- 


-Ql- 


-Nl' 


-E7 


Seq. 
Seq. 


No. 

ID 


328744 
LIB3070' 


-001- 


-Ql- 


-Nl- 


-Fl 


Seq. 


NO. 


328745 
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Seq. 


ID 


LIB3070 


-001 


-Ql 


-Nl 


-F12 


Seq. 
Seq. 


No. 

ID 


328746 
LIB3070 


-001 


-Ql 


-Nl 


-F3 


Seq. 
Seq. 


No. 

ID 


328747 
LIB3070 


-001 


-Ql 


-Nl 


-G2 


Seq. 
Seq. 


No. 

ID 


328748 
LIB3070 


-001 


-Ql 


-Nl 


-G9 


Seq. 
Seq. 


No. 

ID 


328749 
LIB3070- 


-001 


-Ql 


-Nl- 


-H4 


Seq. 
Seq. 


No. 
ID 


328750 
LIB3070- 


-002 


-Ql 


-Nl- 


-All 


Seq. 
Seq. 


No. 

ID 


328751 
LIB3070- 


-002 


-Ql 


-Nl- 


-B3 


Seq. 
Seq. 


No. 

ID 


328752 
LIB3070- 


-002- 


-Ql 


-Nl- 


-B5 


Seq. 
Seq. 


No. 

ID 


328753 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-B7 


Seq. 
Seq. 


No. 

ID 


328754 
LIB3070- 


-002- 


»Q1- 


-Nl- 


-C4 


Seq. 
Seq. 


No. 

ID 


328755 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-C5 


Seq. 
Seq. 


No. 

ID 


328756 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-C6 


Seq. 
Seq. 


No. 

ID 


328757 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-C8 


Seq. 
Seq. 


No. 
ID 


328758 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-D10 


Seq. 
Seq. 


No. 
ID 


328759 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-D2 


Seq. 
Seq. 


No. 
ID 


328760 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-D6 


Seq. 
Seq. 


No. 

ID 


328761 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-D9 


Seq. 
Seq. 


No. 

ID 


328762 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


328763 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-Fl 


Seq. 


No. 


328764 
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Seq. 


ID 


LIB3070- 


-002 


-Ql 


-Nl- 


-F4 


Seq. 
Seq. 


No. 

ID 


328765 
LIB3070- 


-002 


-Ql 


-Nl- 


-F5 


Seq. 
Seq. 


No. 

ID 


328766 
LIB3070- 


-002 


-Ql 


-Nl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


328767 
LIB3070- 


-002 


-Ql- 


-Nl- 


-G12 


Seq. 
Seq. 


No. 

ID 


328768 
LIB3070- 


-002 


-Ql- 


-Nl- 


-G3 


Seq. 
Seq. 


No. 

ID 


328769 
LIB3070- 


-002' 


-Ql- 


-Nl- 


-G4 


Seq. 
Seq. 


No. 

ID 


328770 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-G8 


Seq. 
Seq. 


No. 

ID 


328771 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-H5 


Seq. 
Seq. 


No. 
ID 


328772 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-H6 


Seq. 
Seq. 


No. 

ID 


328773 
LIB3070- 


-002- 


-Ql- 


-Nl- 


-H9 


Seq. 
Seq. 


No. 

ID 


328774 
LIB3070- 


-003- 


-Ql- 


-Nl- 


-A4 


Seq. 
Seq. 


No. 

ID 


328775 
LIB3070- 


-003- 


-Ql- 


-Nl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


328776 
LIB3070- 


-003- 


-Ql- 


-Nl- 


-B3 


Seq. 
Seq. 


No. 
ID 


328777 
LIB3070- 


-003- 


-Ql- 


-Nl- 


-B6 


Seq. 
Seq. 


No. 

ID 


328778 
LIB3070- 


-003- 


-Ql- 


-Nl- 


-B7 


Seq. 
Seq. 


No. 
ID 


328779 
LIB3070- 


-003- 


-Ql- 


-Nl- 


-C3 


Seq. 
Seq. 


No. 

ID 


328780 
LIB3070- 


■003- 


■Ql- 


-Nl- 


-C4 


Seq. 
Seq. 


No. 

ID 


328781 
LIB3070- 


■003- 


-Ql- 


-Nl- 


■Dll 


Seq. 
Seq. 


No. 
ID 


328782 
LIB3070- 


003- 


-Ql- 


■Nl- 


■D3 


Seq. 


No. 


328783 
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Seq. 


ID 


LIB3070- 


-003 


-Ql 


-Nl 


-D5 


Seq. 
Seq. 


No. 

ID 


328784 
LIB3070- 


-003 


-Ql 


-Nl 


-El 


Seq. 
Seq. 


No. 

ID 


328785 
LIB3070- 


■003 


-Ql 


-Nl 


-E2 


Seq. 
Seq. 


No. 

ID 


328786 
LIB3070- 


-003 


-Ql 


-Nl 


-E4 


Seq. 
Seq. 


No. 

ID 


328787 
LIB3070- 


-003 


-Ql 


-Nl 


-Fl 


Seq. 
Seq. 


No. 

ID 


328788 
LIB3070- 


■003 


-Ql 


-Nl 


-F2 


Seq. 
Seq. 


No. 

ID 


328789 
LIB3070- 


■003 


-Ql 


-Nl 


-F3 


Seq. 
Seq. 


No. 

ID 


328790 
LIB3070- 


■003 


-Ql 


-Nl 


-F9 


Seq. 
Seq. 


No. 

ID 


328791 
LIB3070- 


■003 


-Ql 


-Nl 


-G10 


Seq. 
Seq. 


No. 

ID 


328792 
LIB3070- 


■003 


-Ql 


-Nl 


-G12 


Seq. 
Seq. 


No. 

ID 


328793 
LIB3070- 


003 


-Ql 


-Nl 


-G3 


Seq. 
Seq. 


No. 

ID 


328794 
LIB3070- 


003 


-Ql 


-Nl 


-G7 


Seq. 
Seq. 


No. 

ID 


328795 
LIB3070- 


003 


-Ql 


-Nl 


-G9 


Seq. 
Seq. 


No. 

ID 


328796 
LIB3070- 


003 


-Ql 


-Nl 


-H10 


Seq. 
Seq. 


No. 
ID 


328797 
LIB3070- 


003 


-Ql 


-Nl 


-H2 


Seq. 
Seq. 


No. 
ID 


328798 
LIB3070- 


003- 


-Ql- 


-Nl- 


-H3 


Seq. 
Seq. 


No. 

ID 


328799 
LIB3070- 


003- 


-Ql- 


-Nl- 


-H4 


Seq. 
Seq. 


No. 

ID 


328800 
LIB3070- 


003- 


-Ql- 


-Nl- 


-H7 


Seq. 
Seq. 


No. 

ID 


328801 
LIB3070- 


003- 


-Ql- 


-Nl- 


-H9 


Seq. 


No. 


328802 
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Seq. 


ID 


LIB3070- 


-004 


-Ql 


-Nl 


-A9 


Seq. 
Seq. 


No. 

ID 


328803 
LIB3070- 


-004 


-Ql 


-Nl- 


-B12 


Seq. 
Seq. 


No. 

ID 


328804 
LIB3070- 


-004 


-Ql 


-Nl- 


-B5 


Seq. 
Seq. 


No. 

ID 


328805 
LIB3070- 


-004 


-Ql 


-Nl- 


-C2 


Seq. 
Seq. 


No. 

ID 


328806 
LIB3070- 


-004 


-Ql' 


-Nl- 


-C5 


Seq. 
Seq. 


No. 

ID 


328807 
LIB3070- 


-004 


-Ql- 


-Nl- 


-C6 


Seq. 
Seq. 


No. 
ID 


328808 
LIB3070- 


-004 


-Ql- 


-Nl- 


-C7 


Seq. 
Seq. 


No. 

ID 


328809 
LIB3070- 


-004- 


-Ql- 


-Nl- 


-C9 


Seq. 
Seq. 


No. 

ID 


328810 
LIB3070- 


-004- 


-Ql- 


-Nl- 


-D6 


Seq. 
Seq. 


No. 

ID 


328811 
LIB3070- 


-004- 


-Ql- 


-Nl- 


-D8 


Seq. 
Seq. 


No. 
ID 


328812 
LIB3070- 


-004- 


-Ql- 


-Nl- 


-D9 


Seq. 
Seq. 


No. 

ID 


328813 
LIB3070- 


-004- 


-Ql- 


-Nl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


328814 
LIB3070- 


-004- 


-Ql- 


■Nl- 


-E12 


Seq. 
Seq. 


No. 

ID 


328815 
LIB3070- 


-004- 


-Ql- 


-Nl- 


-E2 


Seq. 
Seq. 


No. 

ID 


328816 
LIB3070- 


•004- 


-Ql- 


-Nl- 


■E7 


Seq. 
Seq. 


No. 

ID 


328817 
LIB3070- 


■004- 


-Ql- 


-Nl- 


■E8 


Seq. 
Seq. 


No. 

ID 


328818 
LIB3070- 


■004- 


-Ql- 


-Nl- 


■F10 


Seq. 
Seq. 


No. 

ID 


328819 
LIB3070- 


•004- 


-Ql- 


■Nl- 


■F3 


Seq. 
Seq. 


No. 

ID 


328820 
LIB3070- 


004- 


-Ql- 


■Nl- 


F4 


Seq. 


No. 


328821 
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Seq. 


ID 


LIB3070- 


■004 


-Ql- 


-Nl 


-F5 


Seq. 
Seq. 


No. 

ID 


328822 
LIB3070- 


■004 


-Ql 


-Nl 


-F7 


Seq. 
Seq. 


No. 
ID 


328823 
LIB3070- 


-004 


-Ql- 


-Nl 


-G4 


Seq. 
Seq. 


No. 

ID 


328824 
LIB3070- 


004 


-Ql 


-Nl' 


-G7 


Seq. 
Seq. 


No. 
ID 


328825 
LIB3070- 


■004' 


-Ql 


-Nl' 


-H12 


Seq. 
Seq. 


No. 

ID 


328826 
LIB3070- 


■004 


-Ql 


-Nl 


-H4 


Seq. 
Seq. 


No. 

ID 


328827 
LIB3070- 


■004 


-Ql' 


-Nl 


-H6 


Seq. 
Seq. 


No. 
ID 


328828 
LIB3070- 


■004 


-Ql' 


-Nl' 


-H8 


Seq. 
Seq. 


No. 

ID 


328829 
LIB3070- 


■004 


-Ql 


-Nl 


-H9 


Seq. 
Seq. 


No. 

ID 


328830 
LIB3070- 


■005 


-Ql' 


-Nl 


-Al 


Seq. 
Seq. 


No. 

ID 


328831 
LIB3070- 


■005 


-Ql' 


-Nl' 


-A2 


Seq. 
Seq. 


No. 
ID 


328832 
LIB3070- 


■005 


-Ql- 


-Nl- 


-A6 


Seq. 
Seq. 


No. 

ID 


328833 
LIB3070- 


■005 


-Ql- 


-Nl' 


-B10 


Seq. 
Seq. 


No. 

ID 


328834 
LIB3070- 


■005 


-Ql- 


-Nl' 


-Bll 


Seq. 
Seq. 


No. 

ID 


328835 
LIB3070- 


005' 


-Ql- 


-Nl- 


-B2 


Seq. 
Seq. 


No. 

ID 


328836 
LIB3070- 


005' 


-Ql- 


-Nl- 


-B5 


Seq. 
Seq. 


No. 

ID 


328837 
LIB3070- 


005- 


-Ql- 


-Nl- 


-B9 


Seq. 
Seq. 


No. 

ID 


328838 
LIB3070- 


005- 


-Ql- 


-Nl- 


-C10 


Seq. 
Seq. 


No. 

ID 


328839 
LIB3070- 


005- 


-Ql- 


-Nl- 


-D10 


Seq. 


No. 


328840 
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Seq. 


ID 


LIB3070- 


■005 


-Ql 


-Nl 


-D7 


Seq. 
Seq. 


No. 
ID 


328841 
LIB3070- 


•005' 


-Ql- 


-Nl 


-D8 


Seq. 
Seq. 


No. 

ID 


328842 
LIB3070- 


■005- 


-Ql- 


-Nl 


-E2 


Seq. 
Seq. 


No. 

ID 


328843 
LIB3070- 


005- 


-Ql- 


-Nl' 


-E6 


Seq. 
Seq. 


No. 

ID 


328844 
LIB3070- 


■005' 


-Ql- 


-Nl- 


-E9 


Seq. 
Seq. 


No. 

ID 


328845 
LIB3070- 


■005' 


-Ql- 


-Nl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


328846 
LIB3070- 


■005- 


-Ql- 


-Nl- 


-F10 


Seq. 
Seq. 


No. 

ID 


328847 
LIB3070- 


■005- 


-Ql- 


-Nl- 


-F12 


Seq. 
Seq. 


No. 

ID 


328848 
LIB3070- 


■005- 


-Ql- 


-Nl- 


-F2 


Seq. 
Seq. 


No. 

ID 


328849 
LIB3070- 


■005- 


-Ql- 


-Nl- 


-F6 


Seq. 
Seq. 


No. 

ID 


328850 
LIB3070- 


■005' 


-Ql- 


-Nl- 


-G10 


Seq. 
Seq. 


No. 

ID 


328851 
LIB3070- 


■005- 


-Ql- 


-Nl- 


-G4 


Seq. 
Seq. 


No. 
ID 


328852 
LIB3070- 


■005- 


-Ql- 


-Nl- 


-G5 


Seq. 
Seq. 


No. 

ID 


328853 
LIB3070- 


■005- 


-Ql- 


-Nl- 


-G7 


Seq. 
Seq. 


No. 

ID 


328854 
LIB3070- 


005- 


-Ql- 


-Nl- 


-G8 


Seq. 
Seq. 


No. 

ID 


328855 
LIB3070- 


005- 


-Ql- 


-Nl- 


-HI 


Seq. 
Seq. 


No. 

ID 


328856 
LIB3070- 


005- 


-Ql- 


-Nl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


328857 
LIB3070- 


005- 


-Ql- 


-Nl- 


-H5 


Seq. 
Seq. 


No. 

ID 


328858 
LIB3070- 


005- 


-Ql- 


-Nl- 


-H6 


Seq. 


No. 


328859 











Seq. 


ID 


LIB3070- 


006- 


-Ql- 


-Nl- 


-Al 


Seq. 
Seq. 


No. 

ID 


328860 
LIB3070- 


006- 


-Ql- 


-Nl- 


-B2 


Seq. 
Seq. 


No. 

ID 


328861 
LIB3070- 


006- 


-Ql- 


-Nl- 


-B3 


Seq. 
Seq. 


No. 

ID 


328862 
LIB3070- 


006- 


-Ql- 


-Nl- 


-B4 


Seq. 
Seq. 


No. 
ID 


328863 
LIB3070- 


006- 


-Ql- 


-Nl- 


-CI 


Seq. 
Seq. 


No. 
ID 


328864 
LIB3070- 


006- 


-Ql- 


-Nl- 


-C4 


Seq. 
Seq. 


No. 
ID 


328865 
LIB3070- 


006- 


-Ql' 


-Nl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


328866 
LIB3070- 


006- 


-Ql' 


-Nl- 


-D10 


Seq. 
Seq. 


No. 

ID 


328867 
LIB3070- 


006' 


-Ql' 


-Nl- 


-El 


Seq. 
Seq. 


No. 

ID 


328868 
LIB3070- 


■006' 


-Ql 


-Nl- 


-E4 


Seq. 
Seq. 


No. 

ID 


328869 
LIB3070- 


■006' 


-Ql 


-Nl- 


-E7 


Seq. 
Seq. 


No. 

ID 


328870 
LIB3070- 


■006 


-Ql 


-Nl' 


-Fll 


Seq. 
Seq. 


No. 

ID 


328871 
LIB3070- 


■006 


-Ql 


-Nl- 


-F2 


Seq. 
Seq. 


No. 
ID 


328872 
LIB3070- 


■006 


-Ql 


-Nl 


-G12 


Seq. 
Seq. 


No. 

ID 


328873 
LIB3070- 


■006 


-Ql 


-Nl 


-G4 


Seq. 
Seq. 


No. 
ID 


328874 
LIB3070- 


■006 


-Ql 


-Nl 


-G6 


Seq. 
Seq. 


No. 

ID 


328875 
LIB3070- 


■006 


-Ql 


-Nl 


-G9 


Seq. 
Seq. 


No. 

ID 


328876 
LIB3070- 


■006 


-Ql 


-Nl 


-Hll 


Seq. 
Seq. 


No. 

ID 


328877 
LIB3070- 


■006 


-Ql 


-Nl 


-H5 


Seq. 


No. 


328878 
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Seq. 


ID 


LIB3070 


-006 


-Ql 


-Nl 


-H6 


Seq. 
Seq. 


No. 

ID 


328879 
LIB3070 


-006 


-Ql 


-Nl 


-H8 


Seq. 
Seq. 


No. 

ID 


328880 
LIB3070' 


-006 


-Ql 


-Nl 


-H9 


Seq. 
Seq. 


No. 

ID 


328881 
LIB307O 


-007 


-Ql 


-Nl 


-Al 


Seq. 
Seq. 


No. 

ID 


328882 
LIB3070- 


-007 


-Ql 


-Nl 


-A4 


Seq. 
Seq. 


No. 

ID 


328883 
LIB3070- 


-007 


-Ql 


-Nl 


-A7 


Seq. 
Seq. 


No. 

ID 


328884 
LIB3070- 


-007 


-Ql- 


-Nl 


-B10 


Seq. 
Seq. 


No. 

ID 


328885 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-B12 


Seq. 
Seq. 


No. 

ID 


328886 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-B3 


Seq. 
Seq. 


No. 

ID 


328887 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-B8 


Seq. 
Seq. 


No. 

ID 


328888 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-C12 


Seq. 
Seq. 


No. 

ID 


328889 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-C5 


Seq. 
Seq. 


No. 

ID 


328890 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-C6 


Seq. 
Seq. 


No. 

ID 


328891 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-CI 


Seq. 
Seq. 


No. 
ID 


328892 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


328893 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-D3 


Seq. 
Seq. 


No. 

ID 


328894 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-D4 


Seq. 
Seq. 


No. 

ID 


328895 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-D5 


Seq. 
Seq. 


No. 
ID 


328896 
LIB3070- 


-007- 


-Ql- 


-Nl- 


-D7 


Seq. 


No. 


328897 
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Seq. 


ID 


LIB3070- 


■007 


-Ql 


-Nl 


-El 


Seq. 
Seq. 


No. 
ID 


328898 
LIB3070- 


■007 


-Ql 


-Nl 


-E4 


Seq. 
Seq. 


No. 
ID 


328899 
LIB3070- 


■007 


-Ql 


-Nl 


-F4 


Seq. 
Seq. 


No. 

ID 


328900 
LIB3070- 


■007 


-Ql- 


-Nl 


-F8 


Seq. 
Seq. 


No. 

ID 


328901 
LIB3070- 


•007 


-Ql 


-Nl 


-Gl 


Seq. 
Seq. 


No. 

ID 


328902 
LIB3070- 


■007 


-Ql 


-Nl 


-G4 


Seq. 
Seq. 


No. 

ID 


328903 
LIB3070- 


•007 


-Ql 


-Nl 


-G9 


Seq. 
Seq. 


No. 

ID 


328904 
LIB3070- 


•007 


-Ql 


-Nl 


-Hll 


Seq. 
Seq. 


No. 
ID 


328905 
LIB3070- 


•007 


-Ql 


-Nl 


-H2 


Seq. 
Seq. 


No. 
ID 


328906 
LIB3070- 


•007 


-Ql 


-Nl 


-H6 


Seq. 
Seq. 


No. 

ID 


328907 
LIB3070- 


■007 


-Ql 


-Nl 


-H8 


Seq. 
Seq. 


No. 

ID 


328908 
LIB3070- 


■007 


-QL 


-Nl' 


-H9 


Seq. 
Seq. 


No. 
ID 


328909 
LIB3070- 


■008 


-Ql' 


-Nl- 


-A12 


Seq. 
Seq. 


No. 

ID 


328910 
LIB3070- 


■008 


-Ql' 


-Nl- 


-A3 


Seq. 
Seq. 


No. 

ID 


328911 
LIB3070- 


008 


-Ql- 


-Nl- 


-A6 


Seq. 
Seq. 


No. 

ID 


328912 
LIB3070- 


008' 


-Ql- 


-Nl- 


-A7 


Seq. 
Seq. 


No. 

ID 


328913 
LIB3070- 


008' 


-Ql- 


-Nl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


328914 
LIB3070- 


008' 


-Ql- 


-Nl- 


-B6 


Seq. 
Seq. 


No. 

ID 


328915 
LIB3070- 


008' 


-Ql- 


-Nl- 


-B7 


Seq. 


No. 


328916 












Seq. 


ID 


LIB3070 


-008 


-Ql 


-Nl 


-C10 


Seq. 
Seq. 


No. 
ID 


328917 
LIB3070 


-008 


-Ql 


-Nl 


-C2 


Seq. 
Seq. 


No. 

ID 


328918 
LIB3070 


-008 


-Ql 


-Nl 


-C4 


Seq. 
Seq. 


No. 

ID 


328919 
LIB3070 


-008 


-Ql 


-Nl 


-C8 


Seq. 
Seq. 


No. 

ID 


328920 
LIB3070 


-008 


-Ql 


-Nl 


-D5 


Seq. 
Seq. 


No. 
ID 


328921 
LIB3070 


-008 


-Ql 


-Nl 


-D7 


Seq. 
Seq. 


No. 
ID 


328922 
LIB3070 


-008 


-Ql 


-Nl 


-E10 


Seq. 
Seq. 


No. 
ID 


328923 
LIB3070' 


-008- 


-Ql- 


-Nl 


-Fl 


Seq. 
Seq. 


No. 
ID 


328924 
LIB307O 


-008' 


-Ql 


-Nl- 


-F2 


Seq. 
Seq. 


No. 
ID 


328925 
LIB307O 


-008' 


-Ql 


-Nl 


-F4 


Seq. 
Seq. 


No. 

ID 


328926 
LIB3070' 


-008' 


-Ql' 


-Nl- 


-F5 


Seq. 
Seq. 


No. 

ID 


328927 
LIB3070- 


-008' 


-Ql' 


-Nl' 


-G10 


Seq. 
Seq. 


No. 
ID 


328928 
LIB3070- 


-008' 


-Ql' 


-Nl' 


-G3 


Seq. 
Seq. 


No. 

ID 


328929 
LIB3070- 


-008- 


-Ql- 


-Nl' 


-G5 


Seq. 
Seq. 


No. 

ID 


328930 
LIB3070- 


-008- 


-Ql- 


-Nl- 


-HI 


Seq. 
Seq. 


No. 

ID 


328931 
LIB3070- 


-008- 


-Ql- 


-Nl- 


-H3 


Seq. 
Seq. 


No. 
ID 


328932 
LIB3070- 


-008- 


-Ql- 


-Nl- 


-H4 


Seq. 
Seq. 


No. 

ID 


328933 
LIB3070- 


-008- 


-Ql- 


-Nl- 


-H5 


Seq. 
Seq. 


No. 

ID 


328934 
LIB3070- 


-009- 


-Ql- 


-Nl- 


-Al 


Seq. 


No. 


328935 
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Seq . ID LIB3070-009-Q1-N1-A3 

Seq. No. 328936 

Se q. ID LIB3070-009-Q1-N1-B3 

Seq. No. 328937 

Se q. ID LIB3070-009-Q1-N1-B4 

Seq. No. 328938 

Se q. id LIB3070-009-Q1-N1-B8 

Seq. No. 328939 

Se q. ID LIB3070-009-Q1-N1-C1 

Seq. No. 328940 

Seq. ID LIB3070-009-Q1-N1-C3 

Seq. No. 328941 

Seq. ID LIB3070-009-Q1-N1-C5 

Seq. No. 328942 

Se q. id LIB3070-009-Q1-N1-C7 

Seq. No. 328943 

S eq. ID LIB3070-009-Q1-N1-C8 

Seq. No. 328944 

Seq . id LIB3070-009-Q1-N1-D2 

Seq. No. 328945 

Seq. ID LIB3070-009-Q1-N1-D6 

Seq. No. 328946 

Se q. id LIB3070-009-Q1-N1-D9 

Seq. No. 328947 

Seq. ID LIB3070-009-Q1-N1-E10 

Seq. No. 328948 

Seq. ID LIB3070-009-Q1-N1-E3 

Seq. No. 328949 

Seq. ID LIB3070-009-Q1-N1-E8 

Seq. No. 328950 

Seq. ID LIB3070-009-Q1-N1-F1 

Seq. No. 328951 

S eq. ID LIB3070-009-Q1-N1-F12 

Seq. No. 328952 

Seq. ID LIB3070-009-Q1-N1-F4 

Seq. No. 328953 

Seq . id LIB3070-009-Q1-N1-G11 
Seq. No. 328954 
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Seq. ID LIB3070-009-Q1-N1-G5 

Seq. No. 328955 

Seq. ID LIB3070-009-Q1-N1-G6 

Seq. No. 328956 

Seq. ID LIB3070-009-Q1-N1-H12 

Seq. No. 328957 

Seq. ID LIB3070-009-Q1-N1-H8 

Seq. No. 328958 

Seq. ID LIB3070-010-Q1-N1-A3 

Seq. No. 328959 

Seq. ID LIB3070-010-Q1-N1-A8 

Seq. No. 328960 

Seq. ID LIB3070-010-Q1-N1-B5 

Seq. No. 328961 

Seq. ID LIB3070-010-Q1-N1-B6 

Seq. No. 328962 

Seq. ID LIB3070-010-Q1-N1-B7 

Seq. No. 328963 

Seq. ID LIB3070-010-Q1-N1-C12 

Seq. No. 328964 

Seq. ID LIB3070-010-Q1-N1-C2 

Seq. No. 328965 

Seq. ID LIB3070-010-Q1-N1-C3 

Seq. No. 328966 

Seq. ID LIB3070-010-Q1-N1-C5 

Seq. No. 328967 

Seq. ID LIB3070-010-Q1-N1-C8 

Seq. No. 328968 

Seq. ID LIB3070-010-Q1-N1-D10 

Seq. No. 328969 

Seq. ID LIB3070-010-Q1-N1-D3 

Seq. No. 328970 

Seq. ID LIB3070-010-Q1-N1-D6 

Seq. No. 328971 

Seq. ID LIB3070-010-Q1-N1-E2 

Seq. No. 328972 

Seq. ID LIB3070-010-Q1-N1-E4 

Seq. No. 328973 
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Seq. 


ID 


LIB3070- 


010- 


■Ql- 


-Nl- 


■E5 


Seq. 
Seq. 


No. 
ID 


328974 
LIB3070- 


010- 


-Ql- 


-Nl- 


-F2 


Seq. 
Seq. 


No. 

ID 


328975 
LIB3070- 


•010- 


-Ql- 


-Nl- 


-F4 


Seq. 
Seq. 


No. 

ID 


328976 
LIB3070- 


■010- 


■Ql- 


-Nl- 


-F5 


Seq. 
Seq. 


No. 

ID 


328977 
LIB3070- 


•010- 


-Ql- 


-Nl- 


-G10 


Seq. 
Seq. 


No. 

ID 


328978 
LIB3070- 


-010- 


-Ql- 


-Nl- 


-G2 


Seq. 
Seq. 


No. 
ID 


328979 
LIB3070- 


■010- 


-Ql- 


-Nl- 


-G6 


Seq. 
Seq. 


No. 

ID 


328980 
LIB3070- 


■010- 


-Ql- 


-Nl- 


-H12 


Seq. 
Seq. 


No. 

ID 


328981 
LIB3070- 


-010- 


-Ql- 


-Nl- 


-H6 


Seq. 
Seq. 


No. 

ID 


328982 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-A10 


Seq. 
Seq. 


No. 
ID 


328983 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-A3 


Seq. 
Seq. 


No. 

ID 


328984 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-A4 


Seq. 
Seq. 


No. 

ID 


328985 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-A8 


Seq. 
Seq. 


No. 
ID 


328986 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-A9 


Seq. 
Seq. 


No. 

ID 


328987 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


328988 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-B10 


Seq. 
Seq. 


No. 

ID 


328989 
LIB3070- 


-011' 


-Ql' 


-Nl- 


-Bll 


Seq. 
Seq. 


No. 
ID 


328990 
LIB3070- 


-011 


-Ql 


-Nl 


-B2 


Seq. 
Seq. 


No. 

ID 


328991 
LIB3070- 


-011 


-Ql 


-Nl 


-B4 


Seq. 


No. 


328992 
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Seq. 


ID 


LIB3070- 


-011- 


-Ql- 


-Nl- 


-B8 


Seq. 
Seq. 


No. 

ID 


328993 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-C3 


Seq. 
Seq. 


No. 

ID 


328994 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-C6 


Seq. 
Seq. 


No. 

ID 


328995 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-C7 


Seq. 
Seq. 


No. 

ID 


328996 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


328997 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


328998 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-D2 


Seq. 
Seq. 


No. 

ID 


328999 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-E2 


Seq. 
Seq. 


No. 

ID 


329000 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-E5 


Seq. 
Seq. 


No. 

ID 


329001 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-E7 


Seq. 
Seq. 


No. 

ID 


329002 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-E8 


Seq. 
Seq. 


No. 

ID 


329003 
LIB3070- 


-011- 


-Ql' 


-Nl- 


-E9 


Seq. 
Seq. 


No. 

ID 


329004 
LIB3070- 


-011- 


-Ql' 


-Nl' 


-Fl 


Seq. 
Seq. 


No. 
ID 


329005 
LIB3070' 


-011' 


-Ql 


-Nl 


-F10 


Seq. 
Seq. 


No. 
ID 


329006 
LIB3070 


-Oil' 


-Ql 


-Nl 


-Fll 


Seq. 
Seq. 


No. 
ID 


329007 
LIB3070 


-011 


-Ql 


-Nl 


-F2 


Seq. 
Seq. 


No. 
ID 


329008 
LIB3070 


-011 


-Ql 


-Nl 


-F8 


Seq. 
Seq. 


No. 

ID 


329009 
LIB3070 


-011 


-Ql 


-Nl 


-F9 


Seq. 
Seq. 


No. 

ID 


329010 
LIB3070 


-011 


-Ql 


-Nl 


-Gil 


Seq. 


No. 


329011 
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Seq. 


ID 


LIB3070- 


•011- 


■Ql- 


•Nl- 


■G12 


Seq. 
Seq. 


No. 

ID 


329012 
LIB3070- 


■011- 


■Ql- 


■Nl- 


■G7 


Seq. 
Seq. 


No. 

ID 


329013 
LIB3070- 


■011- 


-Ql- 


■Nl- 


-H2 


Seq. 
Seq. 


No. 
ID 


329014 
LIB3070- 


-011- 


-Ql- 


-Nl- 


■H6 


Seq. 
Seq. 


No. 

ID 


329015 
LIB3070- 


-011- 


-Ql- 


-Nl- 


-H7 


Seq. 
Seq. 


No. 
ID 


329016 
LIB3070- 


■011- 


-Ql- 


-Nl- 


-H9 


Seq. 
Seq. 


No. 

ID 


329017 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-A10 


Seq. 
Seq. 


No. 

ID 


329018 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-A12 


Seq. 
Seq. 


No. 

ID 


329019 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-A4 


Seq. 
Seq. 


No. 

ID 


329020 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-A5 


Seq. 
Seq. 


No. 

ID 


329021 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-A7 


Seq. 
Seq. 


No. 

ID 


329022 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-A9 


Seq. 
Seq. 


No. 

ID 


329023 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


329024 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


329025 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-B12 


Seq. 
Seq. 


No. 
ID 


329026 
LIB3070- 


-012 


-Ql- 


-Nl' 


-B3 


Seq. 
Seq. 


No. 

ID 


329027 
LIB3070- 


-012' 


-Ql 


-Nl 


-C12 


Seq. 
Seq. 


No. 
ID 


329028 
LIB3070- 


-012 


-Ql 


-Nl 


-C2 


Seq. 
Seq. 


No. 

ID 


329029 
LIB3070- 


-012 


-Ql 


-Nl 


-C3 


Seq. 


No. 


329030 
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Seq. 


ID 


LIB3070- 


012- 


•Ql- 


■Nl- 


■C5 


Seq. 
Seq. 


No. 

ID 


329031 
LIB3070- 


■012- 


-Ql- 


-Nl- 


-C8 


Seq. 
Seq. 


No. 

ID 


329032 
LIB3070- 


■012- 


-Ql- 


-Nl- 


-D2 


Seq. 
Seq. 


No. 

ID 


329033 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-D5 


Seq. 
Seq. 


No. 

ID 


329034 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-E10 


Seq. 
Seq. 


No. 

ID 


329035 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-E2 


Seq. 
Seq. 


No. 

ID 


329036 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-E8 


Seq. 
Seq. 


No. 

ID 


329037 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-E9 


Seq. 
Seq. 


No. 

ID 


329038 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-G2 


Seq. 
Seq. 


No. 

ID 


329039 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-G3 


Seq. 
Seq. 


No. 

ID 


329040 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-G6 


Seq. 
Seq. 


No. 

ID 


329041 
LIB3070- 


-012- 


-Ql- 


-Nl- 


-H2 


Seq. 
Seq. 


No. 

ID 


329042 
LIB3070- 


-012- 


-Ql 


-Nl 


-H5 


Seq. 
Seq. 


No. 

ID 


329043 
LIB3070- 


-012- 


-Ql 


-Nl 


-H7 


Seq. 
Seq. 


No. 

ID 


329044 
LIB3070 


-013 


-Ql 


-Nl 


-Al 


Seq. 
Seq. 


No. 

ID 


329045 
LIB3070 


-013 


-Ql 


-Nl 


-A10 


Seq. 
Seq. 


No. 

ID 


329046 
LIB3070 


-013 


-Ql 


-Nl 


-A3 


Seq. 
Seq. 


No. 
ID 


329047 
LIB3070 


-013 


-Ql 


-Nl 


-A6 


Seq. 
Seq. 


No. 

ID 


329048 
LIB3070 


-013 


-Ql 


-Nl 


-A7 


Seq. 


No. 


329049 
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Seq. 


ID 


LIB3070- 


013- 


Ql- 


■Nl- 


•A9 


Seq. 
Seq. 


No. 

ID 


329050 
LIB3070- 


013- 


■Ql- 


■Nl- 


■B10 


Seq. 
Seq. 


No. 

ID 


329051 
LIB3070- 


■013- 


■Ql- 


■Nl- 


■B8 


Seq. 
Seq. 


NO. 

ID 


329052 
LIB3070- 


•013- 


•Ql- 


■Nl- 


-B9 


Seq. 
Seq. 


No. 

ID 


329053 
LIB3070- 


■013- 


-Ql- 


-Nl- 


-CI 


Seq. 
Seq. 


No. 

ID 


329054 
LIB3070- 


■013- 


■Ql- 


-Nl- 


-C10 


Seq. 
Seq. 


No. 

ID 


329055 
LIB3070- 


-013- 


-Ql- 


-Nl- 


-C12 


Seq. 
Seq. 


No. 

ID 


329056 
LIB3070- 


-013- 


-Ql- 


-Nl- 


-D10 


Seq. 
Seq. 


No. 
ID 


329057 
LIB3070- 


■013- 


-Ql- 


-Nl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


329058 
LIB3070- 


-013- 


-Ql- 


-Nl- 


-D6 


Seq. 
Seq. 


No. 

ID 


329059 
LIB3070- 


-013- 


-Ql- 


-Nl- 


-E12 


Seq. 
Seq. 


No. 

ID 


329060 
LIB3070- 


-013- 


-Ql- 


-Nl- 


-E7 


Seq. 
Seq. 


No. 

ID 


329061 
LIB3070- 


-013- 


-Ql- 


-Nl- 


-E9 


Seq. 
Seq. 


No. 

ID 


329062 
LIB3070- 


-013- 


-Ql- 


-Nl' 


-Fll 


Seq. 
Seq. 


No. 

ID 


329063 
LIB3070- 


-013- 


-Ql- 


-Nl 


-F5 


Seq. 
Seq. 


No. 

ID 


329064 
LIB3070- 


-013- 


-Ql- 


-Nl 


-F7 


Seq. 
Seq. 


No. 

ID 


329065 
LIB3070- 


-013 


-Ql 


-Nl 


-Gl 


Seq. 
Seq. 


No. 

ID 


329066 
LIB3070 


-013 


-Ql 


-Nl 


-G2 


Seq. 
Seq. 


No. 

ID 


329067 
LIB3070 


-013 


-Ql 


-Nl 


-H12 


Seq. 


No. 


329068 
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Seq. 


ID 


LIB3070- 


-013- 


-Ql- 


-Nl- 


-H4 


Seq. 
Seq. 


No. 

ID 


329069 
LIB3070- 


-013- 


-Ql- 


-Nl- 


-H8 


Seq. 
Seq. 


No. 

ID 


329070 
LIB3070- 


-013- 


-Ql- 


-Nl- 


-H9 


Seq. 
Seq. 


No. 

ID 


329071 
LIB3070- 


-014- 


-Ql- 


-Nl- 


-A10 


Seq. 
Seq, 


No. 

ID 


329072 
LIB3070- 


-014- 


-Ql- 


-Nl- 


-A12 


Seq. 
Seq. 


No. 

ID 


329073 
LIB3070- 


-014- 


-Ql- 


-Nl- 


-A4 


Seq. 
Seq. 


No. 
ID 


329074 
LIB3070- 


-014- 


-Ql- 


-Nl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


329075 
LIB3070- 


-014- 


-Ql- 


-Nl- 


-B12 


Seq. 
Seq. 


No. 

ID 


329076 
LIB3070- 


-014- 


-Ql- 


-Nl- 


-B8 


Seq. 
Seq. 


No. 

ID 


329077 
LIB3070- 


-014- 


-Ql- 


-Nl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


329078 
LIB3070- 


-014 


-Ql- 


-Nl- 


-D12 


Seq. 
Seq. 


No. 

ID 


329079 
LIB3070' 


-014 


-Ql- 


-Nl- 


-D3 


Seq. 
Seq. 


No. 

ID 


329080 
LIB3070' 


-014 


-QL 


-Nl' 


-D7 


Seq. 
Seq. 


No. 
ID 


329081 
LIB3070 


-014 


-Ql 


-Nl 


-D8 


Seq. 
Seq. 


No. 

ID 


329082 
LIB3070 


-014 


-Ql 


-Nl 


-D9 


Seq. 
Seq. 


No. 

ID 


329083 
LIB3070 


-014 


-Ql 


-Nl 


-E2 


Seq. 
Seq. 


No. 

ID 


329084 
LIB3070 


-014 


-Ql 


-Nl 


-E5 


Seq. 
Seq. 


No. 

ID 


329085 
LIB3070 


-014 


-Ql 


-Nl 


-F6 


Seq. 
Seq. 


No. 

ID 


329086 
LIB3070 


-014 


-Ql 


-Nl 


-G10 


Seq. 


No. 


329087 
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Seq. 


ID 


LIB3070- 


014- 


Ql- 


Nl- 


G3 


Seq. 
Seq. 


No. 

ID 


329088 
LIB3070- 


014- 


■Ql- 


■Nl- 


■G4 


Seq. 
Seq. 


No. 

ID 


329089 
LIB3070- 


014- 


■Ql- 


■Nl- 


■HI 


Seq. 
Seq. 


No. 

ID 


329090 
LIB3070- 


■014- 


•Ql- 


■Nl- 


■H5 


Seq. 
Seq. 


No. 

ID 


329091 
LIB3070- 


■014- 


■Ql- 


■Nl- 


-H6 


Seq. 
Seq. 


No. 

ID 


329092 
LIB3070- 


■015- 


■Ql- 


■Nl- 


-A12 


Seq. 
Seq. 


No. 

ID 


329093 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-A2 


Seq. 
Seq. 


No. 

ID 


329094 
LIB3070- 


■015- 


■Ql- 


-Nl- 


-A3 


Seq. 
Seq. 


No. 
ID 


329095 
LIB3070- 


■015- 


-Ql- 


-Nl- 


-A6 


Seq. 
Seq. 


No. 

ID 


329096 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-A7 


Seq. 
Seq. 


No. 

ID 


329097 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-Bl 


Seq. 
Seq. 


NO. 

ID 


329098 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-B10 


Seq. 
Seq. 


No. 

ID 


329099 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-B2 


Seq. 
Seq. 


No. 

ID 


329100 
LIB3070- 


-015' 


-Ql- 


-Nl- 


-B4 


Seq. 
Seq. 


No. 

ID 


329101 
LIB3070- 


-015' 


-Ql 


-Nl- 


-B5 


Seq. 
Seq. 


No. 

ID 


329102 
LIB3070- 


-015 


-Ql 


-Nl 


-B8 


Seq. 
Seq. 


No. 

ID 


329103 
LIB3070 


-015 


-Ql 


-Nl 


-CI 


Seq. 
Seq. 


No. 

ID 


329104 
LIB3070 


-015 


-Ql 


-Nl 


-C12 


Seq. 
Seq. 


No. 

ID 


329105 
LIB3070 


-015 


-Ql 


-Nl 


-C2 


Seq. 


No. 


329106 
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Seq. 


ID 


LIB3070- 


015- 


Ql- 


Nl- 


C3 


Seq. 
Seq. 


No. 

ID 


329107 
LIB3070- 


015- 


Ql- 


■Nl- 


■C7 


Seq. 
Seq. 


No. 

ID 


329108 
LIB3070- 


015- 


■Ql- 


•Nl- 


■C9 


Seq. 
Seq. 


No. 

ID 


329109 
LIB3070- 


■015- 


-Ql- 


■Nl- 


■Dl 


Seq. 
Seq. 


No. 

ID 


329110 
LIB3070- 


■015- 


■Ql- 


■Nl- 


-D12 


Seq. 
Seq. 


No. 

ID 


329111 
LIB3070- 


■015- 


-Ql- 


-Nl- 


-D4 


Seq. 
Seq. 


No. 

ID 


329112 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-D8 


Seq. 
Seq. 


No. 

ID 


329113 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-El 


Seq. 
Seq. 


No. 
ID 


329114 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-E10 


Seq. 
Seq. 


No. 

ID 


329115 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-F2 


Seq. 
Seq. 


No. 

ID 


329116 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329117 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


329118 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-G3 


Seq. 
Seq. 


No. 

ID 


329119 
LIB3070- 


-015- 


-Ql- 


-Nl- 


-G9 


Seq. 
Seq. 


No. 

ID 


329120 
LIB3070- 


-015- 


-Ql- 


-Nl' 


-H3 


Seq. 
Seq. 


No. 

ID 


329121 
LIB3070' 


-015' 


-Ql 


-Nl 


-H5 


Seq. 
Seq. 


No. 

ID 


329122 
LIB3070 


-015 


-Ql 


-Nl 


-H6 


Seq. 
Seq. 


No. 

ID 


329123 
LIB3070 


-016 


-Ql 


-Nl 


-A10 


Seq. 
Seq. 


No. 

ID 


329124 
LIB3070 


-016 


-Ql 


-Nl 


-A5 


Seq. 


No. 


329125 











45740 



Seq. 


ID 


LIB3070- 


016- 


Ql- 


■Nl- 


Bl 


Seq. 
Seq. 


No. 

ID 


329126 
LIB3070- 


016- 


■Ql- 


•Nl- 


•BIO 


Seq. 
Seq. 


No. 

ID 


329127 
LIB3070- 


•016- 


■Ql- 


■Nl- 


•B5 


Seq. 
Seq. 


No. 

ID 


329128 
LIB3070- 


■016- 


■Ql- 


■Nl- 


■CI 


Seq. 
Seq. 


No. 

ID 


329129 
LIB3070- 


■016- 


-Ql- 


-Nl- 


-C10 


Seq. 
Seq. 


No. 

ID 


329130 
LIB3070- 


-016- 


■Ql- 


-Nl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


329131 
LIB3070- 


-016- 


-Ql- 


-Nl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


329132 
LIB3070- 


-016- 


-Ql- 


-Nl- 


-D3 


Seq. 
Seq. 


No. 
ID 


329133 
LIB3070- 


-016- 


-Ql- 


-Nl- 


-D9 


Seq. 
Seq. 


No. 

ID 


329134 
LIB3070- 


-016- 


-Ql- 


-Nl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


329135 
LIB3070- 


-016- 


-Ql- 


-Nl- 


-E12 


Seq. 
Seq. 


No. 
ID 


329136 
LIB3070- 


-016- 


-Ql- 


-Nl- 


-E2 


Seq. 
Seq. 


No. 

ID 


329137 
LIB3070- 


-016- 


-Ql- 


-Nl- 


-E4 


Seq. 
Seq. 


No. 

ID 


329138 
LIB3070- 


-016- 


-Ql- 


-Nl- 


-E8 


Seq. 
Seq. 


No. 

ID 


329139 
LIB3070- 


-016' 


-Ql- 


-Nl- 


-F12 


Seq. 
Seq. 


No. 

ID 


329140 
LIB3070- 


-016- 


-Ql 


-Nl' 


-F5 


Seq. 
Seq. 


No. 
ID 


329141 
LIB3070- 


-016' 


-Ql 


-Nl' 


-Gil 


Seq. 
Seq. 


No. 

ID 


329142 
LIB3070 


-016 


-Ql 


-Nl 


-G2 


Seq. 
Seq. 


No. 

ID 


329143 
LIB3070 


-016 


-Ql 


-Nl 


-G4 


Seq. 


No. 


329144 
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Seq. ID LIB3070-016-Q1-N1-G5 

Seq. No. 329145 

Seq. ID LIB3070-016-Q1-N1-H1 

Seq. No. 329146 

Seq. ID LIB3070-016-Q1-N1-H7 

Seq. No. 329147 

Seq. ID LIB3070-016-Q1-N1-H8 

Seq. No. 329148 

Seq. ID LIB3070-016-Q1-N1-H9 

Seq. No. 329149 

Seq. ID LIB3075-001-Q1-K1-A3 

Seq. No. 329150 

Seq. ID LIB3075-001-Q1-K1-A6 

Seq. No. 329151 

Seq. ID LIB3075-001-Q1-K1-A9 

Seq. No. 329152 

Seq. ID LIB3075-001-Q1-K1-B4 

Seq. No. 329153 

Seq. ID LIB3075-001-Q1-K1-B8 

Seq. No. 329154 

Seq. ID LIB3075-001-Q1-K1-C1 

Seq. No. 329155 

Seq. ID LIB3075-001-Q1-K1-D1 

Seq. No. 329156 

Seq. ID LIB3075-001-Q1-K1-D11 

Seq. No. 329157 

Seq. ID LIB3075-001-Q1-K1-D5 

Seq. No. 329158 

Seq. ID LIB3075-001-Q1-K1-D6 

Seq. No. 329159 

Seq. ID LIB3075-001-Q1-K1-D7 

Seq. No. 329160 

Seq. ID LIB3075-001-Q1-K1-E11 

Seq. No. 329161 

Seq. ID LIB3075-001-Q1-K1-F10 

Seq. No. 329162 

Seq. ID LIB3075-001-Q1-K1-G11 
Seq. No. 329163 

45742 



Seq. 


ID 


LIB3075- 


001- 


Ql- 


Kl- 


G6 


Seq. 
Seq. 


No. 

ID 


329164 
LIB3075- 


001- 


Ql- 


Kl- 


■H7 


Seq. 
Seq. 


No. 

ID 


329165 
LIB3075- 


002- 


Ql- 


■Kl- 


■A10 


Seq. 
Seq. 


No. 

ID 


329166 
LIB3075- 


■002- 


■Ql- 


■Kl- 


■A12 


Seq. 
Seq. 


No. 

ID 


329167 
LIB3075- 


•002- 


•Ql- 


■Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


329168 
LIB3075- 


-002- 


-Ql- 


■Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


329169 
LIB3075- 


•002- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


329170 
LIB3075- 


-002- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


329171 
LIB3075- 


-002- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


329172 
LIB3075- 


-002- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 
ID 


329173 
LIB3075- 


-002- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


329174 
LIB3075- 


-002- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


329175 
LIB3075- 


-002- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


329176 
LIB3075- 


-002- 


-Ql- 


-Kl' 


-Hll 


Seq. 
Seq. 


No. 

ID 


329177 
LIB3075- 


-002' 


-Ql- 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


329178 
LIB3075' 


-003 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


329179 
LIB3075 


-003 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


329180 
LIB3075 


-003 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


329181 
LIB3075 


-003 


-Ql 


-Kl 


-D5 


Seq. 


No. 


329182 
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Seq. 


ID 


LIB3075- 


003- 


■Ql- 


•Kl- 


D8 


Seq. 
Seq. 


No. 

ID 


329183 
LIB3075- 


003- 


■Ql- 


-Kl- 


■E6 


Seq. 
Seq. 


No. 

ID 


329184 
LIB3075- 


■003- 


-Ql- 


■Kl- 


■Fl 


Seq. 
Seq. 


No. 

ID 


329185 
LIB3075- 


-003- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


329186 
LIB3075- 


-003- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


329187 
LIB3075- 


-003- 


-Ql- 


■Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


329188 
LIB3075- 


-003- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


329189 
LIB3075- 


-003- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


329190 
LIB3075- 


-003- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


329191 
LIB3075- 


-003- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


329192 
LIB3075- 


-003- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 
ID 


329193 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


329194 
LIB3075- 


-004 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


329195 
LIB3075 


-004 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


329196 
LIB3075 


-004 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


329197 
LIB3075 


-004 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


329198 
LIB3075 


-004 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


329199 
LIB3075 


-004 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


329200 
LIB3075 


-004 


-Ql 


-Kl 


-C12 


Seq. 


No. 


329201 
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Seq. 


ID 


LIB3075- 


•004- 


-Ql- 


■Kl- 


•C3 


Seq. 
Seq. 


No. 

ID 


329202 
LIB3075- 


■004- 


-Ql- 


■Kl- 


■C8 


Seq. 
Seq. 


No. 

ID 


329203 
LIB3075- 


■004- 


•Ql- 


■Kl- 


-Dll 


Seq. 
Seq. 


No. 
ID 


329204 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


329205 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


329206 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


329207 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 
ID 


329208 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


329209 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


329210 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


329211 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


329212 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


329213 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


329214 
LIB3075- 


-004- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


329215 
LIB3075- 


-004' 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


329216 
LIB3075- 


-004 


-Ql- 


-Kl' 


-G8 


Seq. 
Seq. 


No. 

ID 


329217 
LIB3075- 


-004 


-QL 


-Kl' 


-HI 


Seq. 
Seq. 


No. 

ID 


329218 
LIB3075 


-004 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


329219 
LIB3075 


-004 


-Ql 


-Kl 


-H12 


Seq. 


No. 


329220 
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Seq. 


ID 


LIB3075- 


004- 


■Ql- 


■Kl- 


■H3 


Seq. 
Seq. 


No. 

ID 


329221 
LIB3075- 


•004- 


■Ql- 


■Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


329222 
LIB3075- 


■004- 


-Ql- 


■Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


329223 
LIB3075- 


■005- 


■Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


329224 
LIB3075- 


■005- 


■Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


329225 
LIB3075- 


-005- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


329226 
LIB3075- 


■005- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 
ID 


329227 
LIB3075- 


-005- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


329228 
LIB3075- 


-005- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


329229 
LIB3075- 


-005- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


329230 
LIB3075- 


-005- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


329231 
LIB3075- 


-005- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 
ID 


329232 
LIB3075- 


-005- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 
ID 


329233 
LIB3075- 


-005- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


329234 
LIB3075- 


-005- 


-Ql- 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


329235 
LIB3075- 


-005- 


-Ql- 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


329236 
LIB3075- 


-005 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


329237 
LIB3075- 


-006 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


329238 
LIB3075- 


-006 


-Ql 


-Kl 


-B3 


Seq. 


No. 


329239 











Seq. 


ID 


LIB3075- 


-006- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


329240 
LIB3075- 


-006- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


329241 
LIB3075- 


-006- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


329242 
LIB3075- 


-006- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


329243 
LIB3075- 


-006- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


329244 
LIB3075- 


-006- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


329245 
LIB3075- 


-006- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


329246 
LIB3075- 


-006- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


329247 
LIB3075- 


-007- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


329248 
LIB3075- 


-007- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


329249 
LIB3075- 


-007- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


329250 
LIB3075- 


-007' 


-Ql' 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


329251 
LIB3075- 


-007 


-Ql 


-Kl' 


-F2 


Seq. 
Seq. 


No. 
ID 


329252 
LIB3075- 


-007 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


329253 
LIB3075 


-007 


-Ql' 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


329254 
LIB3075 


-007 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


329255 
LIB3075 


-008 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


329256 
LIB3075 


-008 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


329257 
LIB3075 


-008 


-Ql 


-Kl 


-B2 


Seq. 


No. 


329258 
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Seq. 


ID 


LIB3075- 


008- 


■Ql- 


■Kl- 


■B3 


Seq. 
Seq. 


No. 

ID 


329259 
LIB3075- 


008- 


-Ql- 


■Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


329260 
LIB3075- 


008- 


-Ql- 


-Kl- 


-Ql 


Seq. 
Seq. 


No. 

ID 


329261 
LIB3075- 


■008- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


329262 
LIB3075- 


•008- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


329263 
LIB3075- 


-008- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


329264 
LIB3075- 


-008- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


329265 
LIB3075- 


-008- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


329266 
LIB3075- 


-008- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


329267 
LIB3075- 


-008- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


329268 
LIB3075- 


-008- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


329269 
LIB3075- 


-008- 


-Ql- 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


329270 
LIB3075- 


-009 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


329271 
LIB3075- 


-009 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


329272 
LIB3075- 


-009 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


329273 
LIB3075- 


-009 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


329274 
LIB3075- 


-009 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


329275 
LIB3075 


-009 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


329276 
LIB3075 


-009 


-Ql 


-Kl 


-D6 


Seq. 


No. 


329277 











45748 



Seq. 


ID 


LIB3075- 


-009- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


329278 
LIB3075- 


-009- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 
ID 


329279 
LIB3075- 


-009- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


329280 
LIB3075- 


-009- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


329281 
LIB3075- 


-009- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


329282 
LIB3075- 


-009- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


329283 
LIB3075- 


-009- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


329284 
LIB3075- 


-009- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


329285 
LIB3075- 


-010- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


329286 
LIB3075- 


-010- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


329287 
LIB3075- 


-010- 


-Ql- 


-Kl' 


-Bl 


Seq. 
Seq. 


No. 
ID 


329288 
LIB3075' 


-010- 


-Ql- 


-Kl' 


-C7 


Seq. 
Seq. 


No. 

ID 


329289 
LIB3075 


-010- 


-Ql- 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


329290 
LIB3075 


-010- 


-Ql' 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


329291 
LIB3075 


-010- 


-Ql' 


-Kl 


-E12 


Seq. 
Seq. 


No. 
ID 


329292 
LIB3075 


-010- 


-Ql' 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


329293 
LIB3075 


-010 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


329294 
LIB3075 


-010 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


329295 
LIB3075 


-010 


-Ql 


-Kl 


-G5 


Seq. 


No. 


329296 











45749 



Seq. 


ID 


LIB3075- 


-010- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


329297 
LIB3075- 


-010- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 
ID 


329298 
LIB3075- 


-010- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


329299 
LIB3075- 


-010- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


329300 
LIB3075- 


-010- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


329301 
LIB3075- 


-011- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


329302 
LIB3075- 


-011- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


329303 
LIB3075- 


-011- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


329304 
LIB3075- 


-011- 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


329305 
LIB3075- 


-011- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


329306 
LIB3075- 


-011- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


329307 
LIB3075- 


-011- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


329308 
LIB3075 


-011- 


-Ql- 


-Kl 


-D6 


Seq. 
Seq. 


No. 
ID 


329309 
LIB3075' 


-011' 


-Ql' 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


329310 
LIB3075 


-011- 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


329311 
LIB3075 


-011 


-Ql' 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


329312 
LIB3075 


-011 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


329313 
LIB3075 


-011 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


329314 
LIB3075 


-011 


-Ql 


-Kl 


-H12 


Seq. 


No. 


329315 












Seq. 


ID 


LIB3075- 


011- 


Ql- 


Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


329316 
LIB3075- 


012- 


■Ql- 


■Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


329317 
LIB3075- 


012- 


■Ql- 


■Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


329318 
LIB3075- 


■012- 


■Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


329319 
LIB3075- 


■012- 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 
ID 


329320 
LIB3075- 


-012- 


-Ql- 


-Kl- 


■C2 


Seq. 
Seq. 


No. 

ID 


329321 
LIB3075- 


-012- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


329322 
LIB3075- 


-012- 


-Ql- 


■Kl- 


-Dl 


Seq. 
Seq. 


No. 
ID 


329323 
LIB3075- 


-012- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


329324 
LIB3075- 


-012- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


329325 
LIB3075- 


-012- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


329326 
LIB3075- 


-012 


-Ql- 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


329327 
LIB3075- 


-012 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


329328 
LIB3075- 


-012 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


329329 
LIB3075- 


-012 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


329330 
LIB3075 


-012 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


329331 
LIB3075 


-013 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 
ID 


329332 
LIB3075 


-013 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


329333 
LIB3075 


-013 


-Ql 


-Kl 


-A9 


Seq. 


No. 


329334 











45751 



Seq. 


ID 


LIB3075- 


■013- 


-Ql- 


■Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


329335 
LIB3075- 


■013- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


329336 
LIB3075- 


■013- 


-Ql- 


■Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


329337 
LIB3075- 


-013- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


329338 
LIB3075- 


-013- 


-Ql- 


■Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


329339 
LIB3075- 


■013- 


-Ql- 


■Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


329340 
LIB3075- 


■013- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


329341 
LIB3075- 


-013- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


329342 
LIB3075- 


-013- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


329343 
LIB3075- 


-013- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


329344 
LIB3075- 


-013- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 
ID 


329345 
LIB3075- 


-013- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329346 
LIB3075- 


-013- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


329347 
LIB3075- 


-013 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


329348 
LIB3075- 


-013 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


329349 
LIB3075- 


-014 


"Ql* 


-Kl 


-A3 


Seq. 
Seq. 


No. 
ID 


329350 
LIB3075- 


-014 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


329351 
LIB3075- 


-014 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 
ID 


329352 
LIB3075- 


-014 


-Ql 


-Kl 


-D2 


Seq. 


No. 


329353 
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Seq. 


ID 


LIB3075- 


014- 


■Ql- 


■Kl- 


El 


Seq. 
Seq. 


No. 
ID 


329354 
LIB3075- 


014- 


■Ql- 


•Kl- 


•E12 


Seq. 
Seq. 


No. 

ID 


329355 
LIB3075- 


•014- 


-Ql- 


■Kl- 


•E9 


Seq. 
Seq. 


No. 

ID 


329356 
LIB3075- 


■014- 


-Ql- 


■Kl- 


■Fll 


Seq. 
Seq. 


No. 

ID 


329357 
LIB3075- 


■014- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


329358 
LIB3075- 


■014- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


329359 
LIB3075- 


-014- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


329360 
LIB3075- 


■014- 


-Ql- 


■Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


329361 
LIB3075- 


-014- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


329362 
LIB3075- 


-014- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


329363 
LIB3075- 


-015- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


329364 
LIB3075- 


-015- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


329365 
LIB3075- 


-015- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


329366 
LIB3075- 


-015- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


329367 
LIB3075- 


-015- 


-Ql' 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


329368 
LIB3075- 


-015' 


-Ql' 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


329369 
LIB3075' 


-015 


-Ql 


-Kl' 


-C9 


Seq. 
Seq. 


No. 

ID 


329370 
LIB3075 


-015 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


329371 
LIB3075 


-015 


-Ql 


-Kl 


-Ell 


Seq. 


NO. 


329372 











45753 



Seq. 


ID 


LIB3075- 


015- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


329373 
LIB3075- 


015- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


329374 
LIB3075- 


015- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


NO. 
ID 


329375 
LIB3075- 


015- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


329376 
LIB3075- 


015- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


329377 
LIB3075- 


■015- 


-Ql- 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


329378 
LIB3075- 


015- 


-Ql- 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


329379 
LIB3075- 


■015- 


-Ql- 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


329380 
LIB3075- 


■015- 


-Ql- 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


329381 
LIB3075- 


■015' 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


329382 
LIB3075- 


■016 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


329383 
LIB3075- 


■016 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


329384 
LIB3075- 


■016 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


329385 
LIB3075- 


•017 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


329386 
LIB3075- 


•017 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


329387 
LIB3075- 


■017 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 
ID 


329388 
LIB3075- 


■017 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


329389 
LIB3075- 


■017 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


329390 
LIB3075- 


■017 


-Ql 


-Kl 


-B9 


Seq. 


No. 


329391 











457 



# 



Seq. 


ID 


LIB3075- 


-017- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


329392 
LIB3075- 


-017- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


329393 
LIB3075- 


-017- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


329394 
LIB3075- 


-017- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


329395 
LIB3075- 


-017- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329396 
LIB3075- 


-017' 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


329397 
LIB3075- 


-017- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


329398 
LIB3075' 


-018 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 
ID 


329399 
LIB3075 


-018 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


329400 
LIB3075' 


-018 


-Ql' 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


329401 
LIB3075' 


-018 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


329402 
LIB3075 


-018 


-Ql- 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


329403 
LIB3075 


-018 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


329404 
LIB3075 


-018 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


329405 
LIB3075 


-018 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


329406 
LIB3075 


-018 


-Ql- 


-Kl 


-Dll 


Seq. 
Seq. 


No. 
ID 


329407 
LIB3075 


-018 


-Ql- 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


329408 
LIB3075 


-018 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


329409 
LIB3075 


-018 


-Ql' 


-Kl- 


-F3 


Seq. 


No. 


329410 











45755 




Seq. 


ID 


LIB3075- 


018- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


329411 
LIB3075- 


018- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


329412 
LIB3075- 


018- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


329413 
LIB3075- 


018- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


329414 
LIB3075- 


■018- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


329415 
LIB3075- 


018- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


329416 
LIB3075- 


018- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


329417 
LIB3075- 


■018- 


-Ql- 


-Kl' 


-Hll 


Seq. 
Seq. 


No. 

ID 


329418 
LIB3075- 


•018- 


-Ql- 


-Kl' 


-H12 


Seq. 
Seq. 


No. 

ID 


329419 
LIB3075- 


■018- 


-Ql- 


-Kl' 


-H3 


Seq. 
Seq. 


No. 

ID 


329420 
LIB3075- 


■018- 


-Ql' 


-Kl 


-H5 


Seq. 
Seq. 


No. 
ID 


329421 
LIB3075- 


■019- 


-Ql' 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


329422 
LIB3075- 


-019' 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


329423 
LIB3075- 


-019' 


-Ql' 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


329424 
LIB3075- 


■019- 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


329425 
LIB3075- 


-019 


-Ql 


-Kl 


-C3 


Seq. 
Seq, 


No. 

ID 


329426 
LIB3075- 


-019 


-Ql 


-Kl 


-C7 


Seq. 
Seq, 


No. 

ID 


329427 
LIB3075- 


-019 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


329428 
LIB3075- 


-019 


-Ql 


-Kl 


-C9 


Seq. 


No. 


329429 











45756 



Seq. 


ID 


LIB3075- 


019- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


329430 
LIB3075- 


019- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


329431 
LIB3075- 


019- 


-Gl- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


329432 
LIB3075- 


019- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


329433 
LIB3075™ 


019- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


329434 
LIB3075- 


■019- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


329435 
LIB3075- 


■019- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


329436 
LIB3075- 


■019- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


329437 
LIB3075- 


■019- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


329438 
LIB3075- 


■019- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


329439 
LIB3075- 


■020- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


329440 
LIB3075- 


-020- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


329441 
LIB3075- 


-020' 


-Ql' 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


329442 
LIB3075- 


-020 


-Ql 


-Kl' 


-D5 


Seq. 
Seq. 


No. 

ID 


329443 
LIB3075- 


-020 


-Ql 


-Kl' 


-E3 


Seq. 
Seq. 


No. 

ID 


329444 
LIB3075- 


-020 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


329445 
LIB3075- 


-020 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


329446 
LIB3075- 


-020 


-Ql 


-Kl 


-G6 


Seq, 
Seq. 


No. 

ID 


329447 
LIB3075- 


-020 


-Ql 


-Kl 


-G7 


Seq. 


No. 


329448 
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Seq. 


ID 


LIB3075- 


020- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


329449 
LIB3075- 


020- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


329450 
LIB3075- 


020- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


329451 
LIB3075- 


021- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


329452 
LIB3075- 


■021- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


329453 
LIB3075- 


■021- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


329454 
LIB3075- 


021- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


329455 
LIB3075- 


■021- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 
ID 


329456 
LIB3075- 


•021- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


329457 
LIB3075- 


■021- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329458 
LIB3075- 


■021' 


-Ql' 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


329459 
LIB3075- 


■021 


-Ql' 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


329460 
LIB3075- 


■021' 


-Ql 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


329461 
LIB3075- 


-021 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


329462 
LIB3075- 


-021 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


329463 
LIB3075- 


-022 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


329464 
LIB3075- 


-022 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


329465 
LIB3075- 


-022 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


329466 
LIB3075- 


-022 


-Ql 


-Kl 


-D4 


Seq. 


No. 


329467 
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Seq. 


ID 


LIB3075 


-022 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


329468 
LIB3075 


-022 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


329469 
LIB3075 


-022 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


329470 
LIB3075 


-022 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


329471 
LIB3075 


-022 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


329472 
LIB3075 


-022 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


329473 
LIB3075 


-022 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


329474 
LIB3075 


-022 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


329475 
LIB3075 


-023 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


329476 
LIB3075 


-023 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


329477 
LIB3075 


-023 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


329478 
LIB3075 


-023 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


329479 
LIB3075 


-023 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


329480 
LIB3075 


-023 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


329481 
LIB3075 


-023 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


329482 
LIB3075 


-023 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


329483 
LIB3075 


-023 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


329484 
LIB3075 


-023 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


329485 
LIB3075 


-023 


-Ql 


-Kl 


-F3 


Seq. 


No. 


329486 
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Seq. 


ID 


LIB3075- 


023- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


329487 
LIB3075- 


023- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


329488 
LIB3075- 


024- 


-Ql- 


■Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


329489 
LIB3075- 


■024- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


329490 
LIB3075- 


■024- 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


329491 
LIB3075- 


•024- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


329492 
LIB3075- 


■024- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


329493 
LIB3075- 


-024- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


329494 
LIB3075- 


-024- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329495 
LIB3075- 


-025- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


329496 
LIB3075- 


-025- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


329497 
LIB3075- 


-025- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


329498 
LIB3075- 


-025- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


329499 
LIB3075- 


-025' 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


329500 
LIB3075- 


-025 


-Ql' 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


329501 
LIB3075- 


-025 


-Ql 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


329502 
LIB3075- 


-025 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 
ID 


329503 
LIB3075- 


-025 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


NO. 

ID 


329504 
LIB3075- 


-025 


-Ql 


-Kl 


-F5 


Seq. 


No. 


329505 
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Seq. 


ID 


LIB3075- 


025- 


-Ql- 


■Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


329506 
LIB3075- 


025- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


329507 
LIB3075- 


•025- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329508 
LIB3075- 


•025- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


329509 
LIB3075- 


■025- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


329510 
LIB3075- 


■025- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


329511 
LIB3075- 


-025- 


-Ql" 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


329512 
LIB3075- 


-025- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


329513 
LIB3075- 


-025- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


329514 
LIB3075- 


-025- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


329515 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


329516 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


329517 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


329518 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


329519 
LIB3075- 


-026- 


-Ql- 


-Kl' 


-A5 


Seq. 
Seq. 


No. 

ID 


329520 
LIB3075- 


-026- 


-Ql 


-Kl' 


-A9 


Seq. 
Seq. 


No. 

ID 


329521 
LIB3075- 


-026 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


329522 
LIB3075- 


-026 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


329523 
LIB3075- 


-026 


-Ql 


-Kl 


-B12 


Seq. 


No. 


329524 
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Seq. 


ID 


LIB3075- 


026- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


329525 
LIB3075- 


026- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


329526 
LIB3075- 


026- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


329527 
LIB3075- 


026- 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


329528 
LIB3075- 


026- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


329529 
LIB3075- 


•026- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


329530 
LIB3075- 


■026- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


329531 
LIB3075- 


•026- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


329532 
LIB3075- 


■026- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


329533 
LIB3075- 


■026- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


329534 
LIB3075- 


■026- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


329535 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 
ID 


329536 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 
ID 


329537 
LIB3075- 


-026- 


-Ql. 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


329538 
LIB3075- 


-026' 


-Ql 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


329539 
LIB3075- 


-026' 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


329540 
LIB3075- 


-026 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 
ID 


329541 
LIB3075- 


-026 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


329542 
LIB3075- 


-026 


-Ql 


-Kl 


-Gl 


Seq. 


No. 


329543 
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Seq. 


ID 


LIB3075- 


-026- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


329544 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


329545 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


329546 
LIB3075- 


-026- 


-Ql- 


-Kl" 


-G9 


Seq. 
Seq. 


No. 
ID 


329547 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


329548 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


329549 
LIB3075- 


-026- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


329550 
LIB3075- 


-027- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


329551 
LIB3075- 


-027- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


329552 
LIB3075- 


-027- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


329553 
LIB3075- 


-027' 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


329554 
LIB3075- 


-027 


-Ql 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


329555 
LIB3075- 


-027 


-Ql' 


-Kl' 


-D12 


Seq. 
Seq. 


No. 

ID 


329556 
LIB3075- 


-027 


-Ql 


-Kl' 


-E3 


Seq. 
Seq. 


No. 

ID 


329557 
LIB3075 


-027 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


329558 
LIB3075 


-027 


-Ql 


-Kl' 


-F12 


Seq. 
Seq. 


No. 

ID 


329559 
LIB3075 


-027 


-Ql 


-Kl' 


-F8 


Seq. 
Seq. 


No. 

ID 


329560 
LIB3075 


-027 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID ■ 


329561 
LIB3075 


-027 


-Ql 


-Kl 


-H8 


Seq. 


No. 


329562 
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Seq. 


ID 


LIB3075- 


-027- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


329563 
LIB3075- 


-028- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


329564 
LIB3075- 


-028' 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


329565 
LIB3075- 


-028- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


329566 
LIB3075- 


-028 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


329567 
LIB3075- 


-028 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


329568 
LIB3075- 


-028 


-Ql- 


-Kl- 


-C10 


Seq. 
Seq, 


No. 
ID 


329569 
LIB3075- 


-028 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


329570 
LIB3075- 


-028 


-Ql' 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


329571 
LIB3075- 


-028 


-Ql. 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


329572 
LIB3075- 


-028 


-Ql- 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


329573 
LIB3075- 


-028 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


329574 
LIB3075' 


-028 


-Ql 


-Kl' 


-E2 


Seq. 
Seq. 


No. 

ID 


329575 
LIB3075 


-028 


-Ql 


-Kl' 


-E8 


Seq. 
Seq. 


No. 

ID 


329576 
LIB3075 


-028 


-Ql 


-Kl' 


-G10 


Seq. 
Seq. 


No. 
ID 


329577 
LIB3075 


-028 


-Ql 


-Kl' 


-G3 


Seq. 
Seq. 


No. 

ID 


329578 
LIB3075 


-028 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


329579 
LIB3075 


-028 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


329580 
LIB3075 


-028 


-Ql 


-Kl 


-H3 


Seq. 


No. 


329581 
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Seq. 


ID 


LIB3075- 


028- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


329582 
LIB3075- 


028- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


329583 
LIB3075- 


029- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


329584 
LIB3075- 


029- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


329585 
LIB3075- 


029- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


329586 
LIB3075- 


029- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


329587 
LIB3075- 


029' 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


329588 
LIB3075- 


029' 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


329589 
LIB3075- 


■029- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


329590 
LIB3075- 


•029 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


329591 
LIB3075- 


■029 


-Ql 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


329592 
LIB3075- 


029 


-Ql 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


329593 
LIB3075- 


•029 


-Ql 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


329594 
LIB3075- 


■029 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


329595 
LIB3075- 


■029 


-Ql 


-Kl 


-D3 


Seq. 

Seq. 


No. 

ID 


329596 
LIB3075- 


■029 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


329597 
LIB3075- 


■029 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


329598 
LIB3075- 


■029 


-Ql 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


329599 
LIB3075- 


■029 


-Ql 


-Kl- 


-F4 


Seq. 


No. 


329600 
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Seq. 


ID 


LIB3075- 


029- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


329601 
LIB3075- 


029- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329602 
LIB3075- 


029- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


329603 
LIB3075- 


029- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


329604 
LIB3075- 


030- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


329605 
LIB3075- 


030- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


329606 
LIB3075- 


■030- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 
ID 


329607 
LIB3075- 


■030- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 
ID 


329608 
LIB3075- 


■030- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


329609 
LIB3075- 


•030- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


329610 
LIB3075- 


■030- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


329611 
LIB3075- 


■030- 


-QL 


-Kl' 


-D9 


Seq. 
Seq. 


No. 

ID 


329612 
LIB3075- 


■030 


-Ql' 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


329613 
LIB3075- 


-030' 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


329614 
LIB3075- 


-030 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


329615 
LIB3075- 


-030 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


329616 
LIB3075- 


-031' 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


329617 
LIB3075- 


-031 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


329618 
LIB3075- 


-031 


-Ql 


-Kl 


-HI 


Seq. 


No. 


329619 
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Seq. 


ID 


LIB3075- 


-032- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


329620 
LIB3075- 


-032- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


329621 
LIB3075- 


-032- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


329622 
LIB3075- 


-032- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


329623 
LIB3075- 


-032- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


NO. 

ID 


329624 
LIB3075- 


-033- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


329625 
LIB3075- 


-033- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


329626 
LIB3075- 


-033- 


-Ql- 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


329627 
LIB3075- 


-033- 


-Ql- 


-Kl' 


-A9 


Seq. 
Seq. 


No. 

ID 


329628 
LIB3075- 


-033- 


-Ql- 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


329629 
LIB3075- 


-033' 


-Ql- 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


329630 
LIB3075' 


-033 


-Ql' 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


329631 
LIB3075' 


-033 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


329632 
LIB3075 


-033 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


329633 
LIB3075' 


-033 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


329634 
LIB3075' 


-033 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


329635 
LIB3075 


-033 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


329636 
LIB3075 


-033 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


329637 
LIB3075 


-033 


-Ql 


-Kl 


-E2 


Seq. 


No. 


329638 
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Seq. 


ID 


LIB3075- 


033- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


329639 
LIB3075- 


033- 


-Ql- 


-Kl" 


-F10 


Seq. 
Seq. 


No. 

ID 


329640 
LIB3075- 


033- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


329641 
LIB3075- 


033- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


329642 
LIB3075- 


033- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


329643 
LIB3075- 


■033- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


329644 
LIB3075- 


■033- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


329645 
LIB3075- 


•033- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329646 
LIB3075- 


■033- 


-Ql- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


329647 
LIB3075- 


■033 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


329648 
LIB3075- 


-033 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


329649 
LIB3075- 


-033 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


329650 
LIB3075- 


-033 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


329651 
LIB3075- 


-034 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


329652 
LIB3075- 


-034 


-Ql 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


329653 
LIB3075- 


-034 


-Ql 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


329654 
LIB3075- 


-034 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


329655 
LIB3075- 


-034 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


329656 
LIB3075- 


-034 


-Ql 


-Kl 


-F2 


Seq. 


NO. 


329657 
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Seq. 


ID 


LIB3075- 


034- 


-Ql- 


■Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


329658 
LIB3075- 


034- 


-Ql- 


■Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


329659 
LIB3075- 


035- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


329660 
LIB3075- 


035- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


329661 
LIB3075- 


035- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


329662 
LIB3075- 


•035- 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


329663 
LIB3075- 


•035- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 
ID 


329664 
LIB3075- 


•035- 


-Ql- 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


329665 
LIB3075- 


-035- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


329666 
LIB3075- 


-035- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


329667 
LIB3075- 


-035- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


329668 
LIB3075- 


-035- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


329669 
LIB3075- 


-035- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


329670 
LIB3075- 


-035- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


329671 
LIB3075- 


-035- 


-Ql' 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


329672 
LIB3075- 


■035- 


-Ql' 


-Kl' 


-F2 


Seq. 
Seq. 


No. 

ID 


329673 
LIB3075- 


-035 


-Ql' 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


329674 
LIB3075- 


-035 


-Ql 


-Kl' 


-G12 


Seq. 
Seq. 


No. 

ID 


329675 
LIB3075- 


-035 


-Ql 


-Kl 


-H9 


Seq. 


No. 


329676 











45769 



Seq. 


ID 


LIB3075- 


040- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


329677 
LIB3075- 


040- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


329678 
LIB3075- 


040- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


329679 
LIB3075- 


040- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


329680 
LIB3075- 


040- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 
ID 


329681 
LIB3075- 


040- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


329682 
LIB3075- 


•040' 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 
ID 


329683 
LIB3075- 


■040- 


-Ql 1 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


329684 
LIB3075- 


■040- 


-Ql- 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


329685 
LIB3075- 


■041- 


-Ql- 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


329686 
LIB3075- 


■041 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


329687 
LIB3075- 


•041 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


329688 
LIB3075- 


■041 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


329689 
LIB3075- 


•041 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


329690 
LIB3075- 


•041 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


329691 
LIB3075- 


•041 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


329692 
LIB3075- 


■041 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


329693 
LIB3075- 


■041 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


329694 
LIB3075- 


•041 


-Ql 


-Kl 


-E3 


Seq. 


No. 


329695 
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Seq. 


ID 


LIB3075- 


041- 


-Ql- 


■Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


329696 
LIB3075- 


041- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


329697 
LIB3075- 


■041- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


329698 
LIB3075- 


■041- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


329699 
LIB3075- 


■041- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


329700 
LIB3075- 


■041- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


329701 
LIB3075- 


-042- 


-Ql- 


■Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


329702 
LIB3075- 


-042- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


329703 
LIB3075- 


-042- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


329704 
LIB3075- 


-042- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


329705 
LIB3075- 


-042- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


329706 
LIB3075- 


-042- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


329707 
LIB3075- 


-042' 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


329708 
LIB3075- 


-042 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


329709 
LIB3075- 


-042 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 
ID 


329710 
LIB3075- 


-042 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


329711 
LIB3075- 


-042 


-Ql 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


329712 
LIB3075- 


-042 


-Ql 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


329713 
LIB3075- 


-042 


-Ql 


-Kl 


-D7 


Seq. 


No. 


329714 











45771 



Seq. 


ID 


LIB3075- 


042- 


-Ql- 


■Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


329715 
LIB3075- 


042- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


329716 
LIB3075- 


■042- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


329717 
LIB3075- 


■042- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


329718 
LIB3075- 


•042- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


329719 
LIB3075- 


■042- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 
ID 


329720 
LIB3075- 


■043- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


NO. 

ID 


329721 
LIB3075- 


■043- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


329722 
LIB3075- 


-043- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


329723 
LIB3075- 


-043- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


329724 
LIB3075- 


-043- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


329725 
LIB3075- 


-043- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


329726 
LIB3075- 


-043- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


329727 
LIB3075- 


-043- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


329728 
LIB3075- 


-043' 


-Ql 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


329729 
LIB3075- 


-043 


-Ql 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


329730 
LIB3075- 


-043 


-Ql 


-Kl' 


-F8 


Seq. 
Seq. 


No. 

ID 


329731 
LIB3075- 


-043 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


329732 
LIB3075- 


-043 


-Ql 


-Kl 


-G10 


Seq. 


No. 


329733 
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Seq. 


ID 


LIB3075- 


043- 


-Ql- 


■Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


329734 
LIB3075- 


043- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 
ID 


329735 
LIB3075- 


043- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


329736 
LIB3075- 


043- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


329737 
LIB3075- 


■043- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


329738 
LIB3075- 


■043- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


329739 
LIB3075- 


■044- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


329740 
LIB3075- 


■044- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


329741 
LIB3075- 


-044- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


329742 
LIB3075- 


■044- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


329743 
LIB3075- 


-044' 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


329744 
LIB3075- 


-044 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


329745 
LIB3075- 


-044 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


329746 
LIB3075- 


-044 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


329747 
LIB3075- 


-044 


-Ql' 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


329748 
LIB3075- 


-044 


-Ql 


-Kl- 


-C8 


Seq. 
Seq. 


No. 
ID 


329749 
LIB3075- 


-044 


-Ql 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


329750 
LIB3075- 


-044 


-Ql 


-Kl' 


-Dl 


Seq. 
Seq. 


No. 

ID 


329751 
LIB3075- 


-044 


-Ql 


-Kl 


-D10 


Seq. 


No. 


329752 
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Seq. 


ID 


LIB3075- 


044- 


-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 
ID 


329753 
LIB3075- 


044- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


329754 
LIB3075- 


044* 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


329755 
LIB3075- 


044- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 
ID 


329756 
LIB3075- 


■044- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


329757 
LIB3075- 


044- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


329758 
LIB3075- 


■044- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


329759 
LIB3075- 


•044- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


329760 
LIB3075- 


■044- 


-Ql' 


-Kl- 


-F10 


Seq. 
Seq. 


No. 
ID 


329761 
LIB3075- 


•044 


-Ql' 


-Kl' 


-F4 


Seq. 
Seq. 


No. 
ID 


329762 
LIB3075- 


•044 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


329763 
LIB3075- 


-044 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 
ID 


329764 
LIB3075- 


-044 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


329765 
LIB3075- 


■044 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 
ID 


329766 
LIB3075- 


-044 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


329767 
LIB3075- 


-044 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


329768 
LIB3075- 


-044 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 
ID 


329769 
LIB3075- 


-045 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


329770 
LIB3075- 


-045 


-Ql 


-Kl 


-B9 


Seq. 


No. 


329771 
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Seq. 


ID 


LIB3075- 


045- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


329772 
LIB3075- 


045- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


329773 
LIB3075- 


045- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


329774 
LIB3075- 


045- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


329775 
LIB3075- 


045- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


329776 
LIB3075- 


■045- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


329777 
LIB3075- 


•045- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


329778 
LIB3075- 


■045- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


329779 
LIB3075- 


■045- 


-Ql 


-Kl- 


-G12 


Seq. 
Seq. 


No. 
ID 


329780 
LIB3075- 


045 


-Ql 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


329781 
LIB3075- 


■046- 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


329782 
LIB3075- 


■046- 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


329783 
LIB3075- 


•046' 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


329784 
LIB3075- 


-046 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


329785 
LIB3075- 


-046 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


329786 
LIB3075- 


■046 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


329787 
LIB3075- 


■046 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


329788 
LIB3075- 


■046 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


329789 
LIB3075- 


-046 


-Ql 


-Kl 


-C2 


Seq. 


No. 


329790 











Seq. 


ID 


LIB3075- 


046- 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


329791 
LIB3075- 


046- 


-Ql- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


329792 
LIB3075- 


046- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


329793 
LIB3075- 


046- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


329794 
LIB3075- 


046- 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


329795 
LIB3075- 


046- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


329796 
LIB3075- 


•046- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 
ID 


329797 
LIB3075- 


■046- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


329798 
LIB3075- 


■046- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


329799 
LIB3075- 


■046' 


-Ql' 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329800 
LIB3075- 


■046 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


329801 
LIB3075- 


■046 


-Ql 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


329802 
LIB3075- 


•047 


-Ql 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


329803 
LIB3075- 


■047 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


329804 
LIB3075- 


■047 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


329805 
LIB3075- 


-047 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


329806 
LIB3075- 


-047 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


329807 
LIB3075- 


-047 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


329808 
LIB3075- 


-047 


-Ql 


-Kl 


-D6 


Seq. 


No. 


329809 











Seq. 


ID 


LIB3075- 


047- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


329810 
LIB3075- 


047- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


329811 
LIB3075- 


047- 


-Ql- 


■Kl- 


•G10 


Seq. 
Seq. 


No. 

ID 


329812 
LIB3075- 


047- 


-Ql- 


■Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


329813 
LIB3075- 


•047' 


-Ql- 


■Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


329814 
LIB3075- 


■047 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 
ID 


329815 
LIB3075- 


■047 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


329816 
LIB3075- 


-047 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


329817 
LIB3075- 


-048 


-Ql- 


-Kl" 


-Al 


Seq. 
Seq. 


No. 

ID 


329818 
LIB3075- 


-048 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


329819 
LIB3075- 


-048 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


329820 
LIB3075- 


-048 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


329821 
LIB3075- 


-048 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


329822 
LIB3075- 


-048 


-Ql- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


329823 
LIB3075- 


-048 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


329824 
LIB3075- 


-048 


-Ql' 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


329825 
LIB3075- 


-048 


-Ql' 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


329826 
LIB3075- 


-048 


-Ql 


-Kl- 


-D3 


Seq. 
Seq. 


No. 
ID 


329827 
LIB3075- 


-048 


-Ql 


-Kl- 


-E3 


Seq. 


No. 


329828 











45777 



Seq. 


ID 


LIB3075- 


048- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


329829 
LIB3075- 


048- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


329830 
LIB3075- 


048- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


329831 
LIB3075- 


048- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


329832 
LIB3075- 


048- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


329833 
LIB3075- 


048- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 
ID 


329834 
LIB3075- 


048- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


329835 
LIB3075- 


■048- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 
ID 


329836 
LIB3075- 


■048- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


329837 
LIB3075- 


■048 


-Ql 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


329838 
LIB3075- 


-048 


-Ql 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


329839 
LIB3075- 


■049 


-Ql 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


329840 
LIB3075- 


■049 


-Ql 


-Kl' 


-A3 


Seq. 
Seq. 


No. 

ID 


329841 
LIB3075- 


-049 


-Ql 


-Kl' 


-A8 


Seq. 
Seq. 


No. 

ID 


329842 
LIB3075- 


-049 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


329843 
LIB3075- 


-049 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


329844 
LIB3075- 


-049 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 
ID 


329845 
LIB3075- 


-049 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


329846 
LIB3075- 


-049 


-Ql 


-Kl 


-Dll 


Seq. 


No. 


329847 











45778 



Seq. 


ID 


LIB3075- 


-049- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


329848 
LIB3075- 


-049- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


329849 
LIB3075- 


-049- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


329850 
LIB3075- 


-049- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


329851 
LIB3075- 


-049- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


329852 
LIB3075 


-049- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 
ID 


329853 
LIB3075' 


-049- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


329854 
LIB3075' 


-050- 


-Ql- 


-Kl' 


-Al 


Seq. 
Seq. 


No. 
ID 


329855 
LIB3075' 


-050- 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


329856 
LIB3075 


-050- 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


329857 
LIB3075 


-050' 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 
ID 


329858 
LIB3075 


-050 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


329859 
LIB3075 


-050 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


329860 
LIB3075 


-050 


-Ql- 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


329861 
LIB3075 


-050 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


329862 
LIB3075 


-050 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


329863 
LIB3075 


-050 


-Ql- 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


329864 
LIB3075 


-050 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


329865 
LIB3075 


-050 


-Ql 


-Kl 


-G4 


Seq. 


No. 


329866 
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Seq. ID LIB3075-050-Q1-K1-G7 

Seq. No. 329867 

Seq. ID LIB3075-050-Q1-K1-H12 

Seq. No. 329868 

Seq. ID LIB3075-050-Q1-K1-H6 

Seq. No. 329869 

Seq. ID LIB3075-051-Q1-K1-B1 

Seq. No. 329870 

Seq. ID LIB3075-051-Q1-K1-B4 

Seq. No. 329871 

Seq. ID LIB3075-051-Q1-K1-D4 

Seq. No. 329872 

Seq. ID LIB3075-051-Q1-K1-E1 

Seq. No. 329873 

Seq. ID LIB3075-051-Q1-K1-E3 

Seq. No. 329874 

Seq. ID LIB3075-051-Q1-K1-F1 

Seq. No. 329875 

Seq. ID LIB3075-051-Q1-K1-F5 

Seq. No. 329876 

Seq. ID LIB3075-051-Q1-K1-G1 

Seq. No. 329877 

Seq. ID LIB3075-051-Q1-K1-G2 

Seq. No. 329878 

Seq. ID LIB3075-051-Q1-K1-G3 

Seq. No. 329879 

Seq. ID LIB3075-051-Q1-K1-G6 

Seq. No. 329880 

Seq. ID LIB3075-051-Q1-K1-H1 

Seq. No. 329881 

Seq. ID LIB3075-051-Q1-K1-H4 

Seq. No. 329882 

Seq. ID LIB3075-052-Q1-K1-A5 

Seq. No. 329883 

Seq. ID LIB3075-052-Q1-K1-B8 

Seq. No. 329884 

Seq. ID LIB3075-052-Q1-K1-B9 

Seq. No. 329885 



4578 



Seq. 


ID 


LIB3075 


-052 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


329886 
LIB3075 


-052 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


329887 
LIB3075 


-052 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


329888 
LIB3075 


-052 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


329889 
LIB3075 


-052 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


329890 
LIB3075 


-052 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


329891 
LIB3075 


-052 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


329892 
LIB3075 


-052 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


329893 
LIB3075 


-052 


-Ql 


-Kl' 


-F6 


Seq. 
Seq. 


No. 
ID 


329894 
LIB3075 


-052 


-Ql 


-Kl' 


-H6 


Seq. 
Seq. 


No. 

ID 


329895 
LIB3075 


-053 


-Ql 


-Kl' 


-A8 


Seq. 
Seq. 


No. 
ID 


329896 
LIB3075 


-053 


-Ql 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


329897 
LIB3075 


-053 


-Ql' 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


329898 
LIB3075' 


-053 


-Ql' 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


329899 
LIB3075- 


-053' 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 
ID 


329900 
LIB3075- 


-053' 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


329901 
LIB3075- 


-053- 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


329902 
LIB3075- 


-053- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


329903 
LIB3075- 


-053- 


-Ql- 


-Kl- 


-D6 


Seq. 


No. 


329904 
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Seq. 


ID 


LIB3075- 


053 


-Ql- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


329905 
LIB3075- 


053 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


329906 
LIB3075- 


053' 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


329907 
LIB3075- 


053 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 
ID 


329908 
LIB3075- 


053 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


329909 
LIB3075- 


053 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


329910 
LIB3075- 


053 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


329911 
LIB3075- 


054 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


329912 
LIB3075- 


■054 


-Ql 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


329913 
LIB3075- 


■054 


-Ql 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


329914 
LIB3075- 


•054 


-Ql 


-Kl' 


-A9 


Seq. 
Seq. 


No. 

ID 


329915 
LIB3075- 


•054 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


329916 
LIB3075- 


■054 


-Ql 


-Kl' 


-B5 


Seq. 
Seq. 


No. 

ID 


329917 
LIB3075- 


•054 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


329918 
LIB3075- 


•054 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


329919 
LIB3075- 


•054 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


329920 
LIB3075- 


•054 


-Ql 


-Kl' 


-D4 


Seq. 
Seq. 


No. 

ID 


329921 
LIB3075- 


•054 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


329922 
LIB3075- 


■054 


-Ql 


-Kl' 


-F2 


Seq. 


No. 


329923 
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Seq. 


ID 


LIB3075- 


054- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


329924 
LIB3075- 


054- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


329925 
LIB3075- 


054- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 
ID 


329926 
LIB3075- 


054- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


329927 
LIB3075- 


054- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


329928 
LIB3075- 


054- 


-Ql- 


-Kl- 


-H7 


;Sec^>- "-No . 


329929 
LIB3075- 


•054- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


329930 
LIB3075- 


■055- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No . 
ID 


329931 
LIB3075- 


■055- 


-Ql- 


-Kl- 


-Bl 


Seq . 
Seq. 


No . 

ID 


329932 
LIB3075- 


■055- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No . 

ID 


329933 
LIB3075- 


■055- 


-Ql' 


-Kl- 


-B7 


Seq. 
Seq. 


No. 
ID 


329934 
LIB3075- 


-055 


-Ql 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


329935 
LIB3075- 


-055 


-Ql 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


329936 
LIB3075- 


-055 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


329937 
LIB3075- 


-055 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


329938 
LIB3075- 


-055 


-Ql 


-Kl' 


-C2 


Seq. 
Seq. 


No. 

ID 


329939 
LIB3075- 


-055 


-Ql 


»K1 


-D2 


Seq. 
Seq. 


No. 

ID 


329940 
LIB3075- 


-055 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


329941 
LIB3075- 


-055 


-Ql 


-Kl 


-D7 


Seq. 


No. 


329942 
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Seq. 


ID 


LIB3075- 


-055- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


329943 
LIB3075- 


-055- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


329944 
LIB3075- 


-055- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


329945 
LIB3075- 


-055- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


329946 
LIB3075- 


-055- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329947 
LIB3075- 


-055- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


329948 
LIB3075- 


-055- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


329949 
LIB3075- 


-055- 


-Ql' 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


329950 
LIB3075- 


-055- 


-Ql 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


329951 
LIB3075' 


-055- 


-Ql 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


329952 
LIB3075' 


-056- 


-Ql 


-Kl' 


-A12 


Seq. 
Seq. 


No. 

ID 


329953 
LIB3075' 


-056' 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


329954 
LIB3075' 


-056- 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


329955 
LIB3075 


-056 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


329956 
LIB3075 


-056 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


329957 
LIB3075 


-056 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


329958 
LIB3075 


-056 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 
ID 


329959 
LIB3075 


-056 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


329960 
LIB3075 


-056 


-Ql 


-Kl 


-D5 


Seq. 


No. 


329961 
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Seq. 


ID 


LIB3075- 


•056 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 
ID 


329962 
LIB3075- 


■056 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


329963 
LIB3075- 


056 


-QL 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


329964 
LIB3075- 


056 


-Ql- 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


329965 
LIB3075- 


056 


-Ql- 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


329966 
LIB3075- 


•056 


-Ql- 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


329967 
LIB3075- 


■056 


-Ql- 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


329968 
LIB3075- 


■056 


-Ql- 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


329969 
LIB3075- 


■056' 


-Ql- 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


329970 
LIB3075- 


056 


-Ql- 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


329971 
LIB3076- 


■001' 


-Ql- 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


329972 
LIB3076- 


■001' 


-Ql- 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


329973 
LIB3076- 


■001' 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


329974 
LIB3076- 


001- 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


329975 
LIB3076- 


001' 


-Ql- 


-Kl 


-E7 


Seq. 
Seq. 


No. 
ID 


329976 
LIB3076- 


001- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


329977 
LIB3076- 


ooi- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


329978 
LIB3076- 


001- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


329979 
LIB3076- 


001- 


-Ql- 


-Kl- 


-H7 


Seq. 


No. 


329980 
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Seq. 


ID 


LIB3076- 


■002 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


329981 
LIB3076- 


■002 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


329982 
LIB3076- 


■002 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


329983 
LIB3076- 


■003 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


329984 
LIB3076- 


•003 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


329985 
LIB3076- 


•003 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


329986 
LIB3076- 


•003 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


329987 
LIB3076- 


•003 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


329988 
LIB3076- 


■003 


-Ql 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


329989 
LIB3076- 


•003 


-Ql 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


329990 
LIB3076- 


■003 


-Ql 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


329991 
LIB3076- 


■003 


-QL 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


329992 
LIB3076- 


■003 


-Ql 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


329993 
LIB3076- 


■003 


-Ql 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


329994 
LIB3076- 


003' 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 
ID 


329995 
LIB3076- 


003- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


329996 
LIB3076- 


004- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


329997 
LIB3076- 


004- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


329998 
LIB3076- 


004- 


-Ql- 


-Kl- 


-B9 


Seq. 


No. 


329999 
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# 



Seq. 


ID 


LIB3076- 


004 


-Ql- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


330000 
LIB3076- 


004 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


330001 
' LIB3076- 


004 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


330002 
LIB3076- 


004 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


330003 
LIB3076- 


004 


-Ql' 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


330004 
LIB3076- 


■004 


-Ql 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


330005 
LIB3076- 


004 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


330006 
LIB3076- 


■004 


-Ql 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


330007 
LIB3076- 


■004 


-Ql 


-Kl' 


-El 


Seq. 
Seq. 


No. 

ID 


330008 
LIB3076- 


•004 


-Ql 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


330009 
LIB3076- 


•004 


-Ql 


-Kl' 


-E2 


Seq. 
Seq. 


No. 
ID 


330010 
LIB3076- 


•004 


-Ql 


-Kl' 


-E6 


Seq. 
Seq. 


No. 

ID 


330011 
LIB3076- 


•004 


-Ql 


-Kl' 


-E8 


Seq. 
Seq. 


No. 
ID 


330012 
LIB3076- 


•004 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


330013 
LIB3076- 


■004 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


330014 
LIB3076- 


■004 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


330015 
LIB3076- 


■004 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 
ID 


330016 
LIB3076- 


•004 


-Ql 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


330017 
LIB3076- 


■004 


-Ql 


-Kl' 


-G9 


Seq. 


No. 


330018 
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Seq. 


ID 


LIB3076- 


■004 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


330019 
LIB3076- 


■005 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


330020 
LIB3076- 


■005 


-Ql 


-Kl' 


-A10 


Seq. 
Seq. 


No. 

ID 


330021 
LIB3076- 


■005 


-Ql 


-Kl' 


-A12 


Seq. 
Seq. 


No. 
ID 


330022 
LIB3076- 


■005 


-Ql 


-Kl' 


-Bll 


Seq. 
Seq. 


No. 

ID 


330023 
LIB3076- 


■005 


-Ql' 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


330024 
LIB3076- 


■005 


-Ql 


-Kl' 


-C10 


Seq. 
Seq. 


No. 

ID 


330025 
LIB3076- 


■005 


-Ql 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


330026 
LIB3076- 


•005 


-Ql' 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


330027 
LIB3076- 


■005 


-Ql' 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


330028 
LIB3076- 


005 


-Ql' 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


330029 
LIB3076- 


005 


-Ql' 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


330030 
LIB3076- 


005 


-Ql' 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


330031 
LIB3076- 


005' 


-Ql' 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


330032 
LIB3076- 


005' 


-Ql' 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


330033 
LIB3076- 


005' 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


330034 
LIB3076- 


005' 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


330035 
LIB3076- 


005- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


330036 
LIB3076- 


005- 


-Ql- 


-Kl- 


-E9 


Seq. 


No. 


330037 
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Seq. 


ID 


LIB3076- 


■005 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 
ID 


330038 
LIB3076- 


■005 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 
ID 


330039 
LIB3076- 


■005 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


330040 
LIB3076- 


■005' 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


330041 
LIB3076- 


■005 


-Ql 


-Kl' 


-G6 


Seq. 
Seq. 


No. 

ID 


330042 
LIB3076- 


■005 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


330043 
LIB3076- 


■005 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


330044 
LIB3076- 


■006 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


330045 
LIB3076- 


■006 


-Ql 


-Kl' 


-B12 


Seq. 
Seq. 


No. 

ID 


330046 
LIB3076- 


•006 


-Ql 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


330047 
LIB3076- 


■006 


-Ql 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


330048 
LIB3076- 


•006' 


-Ql' 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


330049 
LIB3076- 


•006' 


-Ql' 


-Kl- 


-D5 


Seq. 
Seq. 


NO. 

ID 


330050 
LIB3076- 


■006- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


330051 
LIB3076- 


■006- 


-Ql- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


330052 
LIB3076- 


006- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


330053 
LIB3076- 


006- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


330054 
LIB3076- 


006- 


-Ql" 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


330055 
LIB3076- 


006- 


-Ql- 


-Kl- 


-G10 


Seq. 


No. 


330056 
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Seq. 


ID 


LIB3076- 


-007 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


330057 
LIB3076- 


-007 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


330058 
LIB3076- 


-007 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 
ID 


330059 
LIB3076- 


-007 


-Ql 


-Kl' 


-B8 


Seq. 
Seq. 


No. 

ID 


330060 
LIB3076- 


-007 


-Ql 


-Kl- 


-C12 


Seq. 
Seq. 


No. 
ID 


330061 
LIB3076- 


-007 


-Ql' 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


330062 
LIB3076- 


-007 


-Ql- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

. ID 


330063 
LIB3076- 


-007 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


330064 
LIB3076- 


■007- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


330065 
LIB3076- 


-007- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


330066 
LIB3076- 


■007- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


330067 
LIB3076- 


■007- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


330068 
LIB3076- 


■007- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


330069 
LIB3076- 


■007- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 
ID 


330070 
LIB3076- 


007- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


330071 
LIB3076- 


007- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


330072 
LIB3076- 


007- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


330073 
LIB3076- 


007- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


330074 
LIB3076- 


008- 


-Ql- 


-Kl- 


-A6 


Seq. 


No. 


330075 
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Seq. 


ID 


LIB3076- 


■008 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


330076 
LIB3076- 


■008 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


330077 
LIB3076- 


■008 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


330078 
LIB3076- 


■008 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


330079 
LIB3076- 


■008 


-Ql 


-Kl' 


-C5 


Seq. 
Seq. 


No. 

ID 


330080 
LIB3076- 


■008 


-Ql 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


330081 
LIB3076- 


■008 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


330082 
LIB3076- 


•008 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


330083 
LIB3076- 


•008 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


330084 
LIB3076- 


•008 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


330085 
LIB3076- 


•008 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


330086 
LIB3076- 


■008 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


330087 
LIB3076- 


■008- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


330088 
LIB3076- 


■008' 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


330089 
LIB3076- 


009' 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


330090 
LIB3076- 


009' 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 
ID 


330091 
LIB3076- 


009- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 
ID 


330092 
LIB3076- 


009- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


330093 
LIB3076- 


009- 


-Ql- 


-Kl- 


-B5 


Seq. 


No. 


330094 











45791 



